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<210> 1 

<211> 32 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Primer 

<400> 1 

ccttaattaa atgcacgaag cggagataaa ag 32 



<210> 


2 


<211> 


30 


<212> 


DNA 


<213> 


Artificial Sequence 


<220> 




<223> 


Description of Artificial 


<400> 


2 



ccttaattaa gcataagctt gctcgagtct 30 



<210> 3 

<211> 31 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Primer 



1 



<400> 3 

ccttaattaa acgcaatggg aacatggagt g 



31 



<210> 4 . 

<211> 34 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Primer 

<400> 4 

ccttaattaa tcgcactacg gttattggta tcag 34 



<210> 


5 


<211> 


29 


<212> 


DNA 


<213> 


Artificial Sequence 


<220> 




<223> 


Description of Artificial 


<400> 


5 



ccttaattaa tcaaagtacg ttcaggcgg 29 





<210> 


6 


fil 


<211> 


34 




<212> 


DNA 


HI 


<213> 


Artificial Sequence 




<220> 




N- 


<223> 


Description of Artificial 




<400> 


6 




ccttaattaa ggcagacaac aacttggcaa 




<210> 


7 




<211> 


31 




<212> 


DNA 




<213> 


Artificial Sequence 




<220> 






<223> 


Description of Artificial 




<400> 


7 



34 



ccttaattaa gaggtcgttg gttgagtttt c 31 



<210> 8 

<211> 29 

<212> DNA 

<213> Artificial Sequence 



2 



<220> 

<223> Description of Artificial Sequence: Primer 
<400> 8 

ccttaattaa "tt'g'a'taatga cgttgcggg 



<210> 9 

<211> 33 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Primer 

<400> 9 

aggcgcgccg gagtccaaaa agaccaacct ctg 



<210> 10 

<211> 34 

<212> DNA 

<213> Artificial Sequence 



<220> 

<223> Description of Artificial Sequence: Primer 
<400> 10 

ccttaattaa tacgtggata ccttcaagca agtg 



<210> 11 

<211> 35 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Primer 

<400> 11 

ccttaattaa gctcacgagt tttgggattt tcgag 



<210> 12 

<211> 35 

<212> DNA 

<213> Artificial 



Sequence 



<220> 

<223> Description of Artificial Sequence: Primer 
<400> 12 

gggtttaaac cgcagaggtt ggtctttttg gactc 



<210> 13 



<211> 10 

<212> DNA 

<213> Artificial Sequence 
<220> 

.<223> Description of Artificial Sequence: Primer 

<400> 13 

gggtttaaac 10 



<210> 14 

<211> 9 

<212> DNA 

<213> Artificial Sequence 



<220> 

<223> Description of Artificial Sequence: Primer 

Q <400> 14 
t|j aggcgcgcc 
.5% 



Si 
lli 
0 



m 



<210> 15 
<211> 10 
<212> DNA 



a#6 

Jjf <213> Artificial Sequence 



<220> 

j=& <223> Description of Artificial Sequence: Primer 



fui <400> 15 



iij ccttaattaa 10 



<210> 16 

<211> 21 

<212> DNA 

<213> Artificial Sequence 



<220> 

<223> Description of Artificial Sequence: Primer 



<220> 

<221> misc_f eature 

<222> (3) . . (4) 

<223> y=dCTP or dTTP 



<220> 

<221> mi sc_f eature 

<222> (9) . . (10) 

<223> w=dATP or dTTP 



<220> 

<221> misc feature 



4 



<222> (15).. (16) 
<223> w=dATP or dTTP 



<220> 

<221> misc_f eature 

<222> (18) . . (19) 

<223> w=dATP or dTTP 



<400> 16 

tcycaaacwg gtacwgcwga a 21 



<210> 17 

<211> 21 

<212> DNA 

<213> Artificial Sequence 
0 <220> 

<223> Description of Artificial Sequence: Primer 

ti\ 

*\ <220> 

^ <221> mi sc_f eature 

^ <222> (12) . . (13) 

Hi <223> y=dCTP or dTTP 



<220> 

<221> mi sc_f eature 

<222> (15) . . (16) 

<223> w=dATP or dTTP 



<400> 17 

ggtttgggta aytcwactta t 21 



<210> 18 

<211> 18 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Primer 

<400> 18 

cgttattatc atttcttc 18 



<210> 19 

<211> 20 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Primer 



5 



<220> 

<221> misc_f eature 

<222> (3) . . (4) 

<223> m=dATP or dCTP 



<220> 

<221> misc_f eature 

<222> (9).. (10) 

<223> r=dATP or dGTP 

<400> 19 

gcmacaccrg tacctggacc 

<210> 20 

<211> 18 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Primer 

<400> 20 

atcccaatcg taatcagc 

<210> 21 

<211> 18 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Primer 

<400> 21 

acttgtcttc gtttagca 

<210> 22 

<211> 18 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Primer 

<400> 22 

ctacgtctgt ggtgatgc 



<210> 23 

<211> 17 

<212> DNA 

<213> Artificial Sequence 



<220> 

<223> Description of Artificial Sequence: Primer 
<220> 

<221> misc_feature 

<222> (3) . . (4) 

<223> n=dATP or dCTP or dGTP or dTTP 



<220> 

<221> misc_f eature 

<222> (6) . . (7) 

<223> Y=dCTP or dTTP 



. ==?-. 

m 



<220> 

<221> misc_f eature 

<222> (9) . . (10) 

<223> n=dATP or dCTP or dGTP or dTTP 



<220> 

<221> misc_feature 

<222> (12) . . (13) 

1X1 <223> n=dATP or dCTP or dGTP or dTTP 



<220> 

<221> misc_f eature 

<222> (15) . . (16) 

<223> n=dATP or dCTP or dGTP or dTTP 



<400> 23 

cgngayacna cngcngg 17 



<210> 24 

<211> 17 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Primer 
<220> 

<221> misc_feature 

<222> (3) . . (4) 

<223> r-dATP or dTTP 



<220> 

<221> misc_feature 

<222> (6) . . (7) 

<223> y-dCTP or dTTP 



7 



<220> 

<221> misc_f eature 

<222> (9).. (10) 

<223> n=dATP or dCTP or dGTP or dTTP 



<220> 

<221> misc__f eature 

<222> (12).. (13) 

<223> n=dATP or dCTP or dGTP or dTTP 



<220> 

<221> misc_f eature 

<222> (15) . . (16) 

<223> n=dATP or dCTP or dGTP or dTTP 



<4 00> 24 

agrgayacna cngcngg 17 

"srir 

^ <210> 25 
<211> 17 



W <212> DNA 

Q <213> Artificial Sequence 

a, <220> 

jUi, <223> Description of Artifiical Sequence: Primer 

JSfcS. 

hf <220> 

<221> misc_f eature 

:J| <222> (3).. (4) 

y <223> n=dATP or dCTP or dGTP or dTTP 



<220> 

<221> mi sc__f eature 

<222> (6) . . (7) 

<223> r-dATP or dGTP 



<220> 

<221> mi sc_f eature 

<222> (9) . . (10) 

<223> y=dCTP or dTTP 



<220> 

<221> mi sc_f eature 

<222> (12) . . (13) 

<223> y=dCTP or dTTP 



<220> 

<221> misc feature 



8 



<222> (15).. (16) 

<223> n=dATP or dCTP or dGTP or dTTP 



<400> 25 

agngcraayt gytgncc 

<210> 26 

<211> 18 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Primer 
<220> 

<221> ■ mis:c -feature 

<222> (1) . . (2) 

<223> y=dCTP or dTTP 



<220> 

<221> misc_f eature 

<222> (4) . . (5) 

<223> n^dATP or dCTP or dGTP or dTTP 



<220> 

<221> mi sc_f eature 

<222> (7).. (8) 

<223> r=dATP or dGTP 



<220> 

<221> misc_f eature 

<222> (10). .(11) 

<223> y=dCTP or dTTP 



<220> 

<221> misc_feature 

<222> (13) . . (14) 

<223> y=dCTP or dTTP 



<220> 

<221> misc_feature 

<222> (16) . . (17) 

<223> n=dATP or dCTP or dGTP or dTTP 



<400> 26 

yaangcraay tgytgncc 



<210> 27 



<211> 29 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Primer 

<400> 27 

attcaacggt ggtccaagaa tctgtttgg 

<210> 28 

<211> 25 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Primer 

<400> 28 

gagctatgtt gagaccacag tttgc 

<210> 29 

<211> 26 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Primer 

<400> 29 

cttcagttaa agcaaattgt ttggcc 

<210> 30 

<211> 25 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Primer 

<400> 30 

ctcgggaagc gcgccattgt gttgg 

<210> 31 

<211> 29 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Primer 

<400> 31 

taatacgact cactataggg cgaattggc 



10 



<210> 32 

<211> 21 

<212> DNA 

<213> Artificial' Sequence 
<220> 

<223> Description of Artificial Sequence: Primer 
<220> 

<221> misc_f eature 

<222> (3) . . (4) 

<223> r=dATP or dGTP 



<220> 

<221> misc_f eature 

<222> (4).. (5) 

£i <223> y=dCTP or dTTP 

i 

i~s <220> 

21 <221> misc_f eature 

<222> (16).. (17) 

^ <223> y=dCTP or dTTP 

CI 

<400> 32 

tgrytcaaac catctytctg g 21 

\& 

~ s <210> 33 

pf <211> 17 

H <212> DNA 

H-iL 

P ? <213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Primer 

<400> 33 

ggaccggcgt taaaggg 17 

<210> 34 

<211> 23 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Primer 

<400> 34 

catagtcgwa tyatgcttag acc 23 

<210> 35 



11 



<211> 17 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Primer 

<400> 35 

ggaccaccat tgaatgg 



<210> 36 
<211> 540 
<212> DNA 

<213> Candida tropicalis 
<400> 36 

atgattgaac aactcctaga atattggtat gtcgttgtgc cagtgttgta catcatcaaa 
caactccttg catacacaaa gactcgcgtc ttgatgaaaa agttgggtgc tgctccagtc 
acaaacaagt tgtacgacaa cgctttcggt atcgtcaatg gatggaaggc tctccagttc 
aagaaagagg gcagggctca agagtacaac gattacaagt ttgaccactc caagaaccca 
agcgtgggca cctacgtcag tattcttttc ggcaccagga tcgtcgtgac caaagatcca 
gagaatatca aagctatttt ggcaacccag tttggtgatt tttctttggg caagaggcac 
actcttttta agcctttgtt aggtgatggg atcttcacat tggacggcga aggctggaag 
cacagcagag ccatgttgag accacagttt gccagagaac aagttgctca tgtgacgtcg 
ttggaaccac acttccagtt gttgaagaag catattctta agcacaaggg tgaatacttt 



<210> 


37 


<211> 


25 


<212> 


DNA 


<213> 


Artificial Sequence 


<220> 




<223> 


Description of Artificial 


<400> 


37 


ccgatgaagt tttcgacgag taccc 


<210> 


38 


<211> 


26 


<212> 


DNA 


<213> 


Artificial Sequence 


<220> 




<223> 


Description of Artificial 


<400> 


38 



12 



aaggctttaa cgtgtccaat ctggtc 26 



<210> 


39 


<211> 


27 


<212> 


DNA 


<213> 


Artificial Sequence 


<220> 




<223> 


Description of Artificial 


<400> 


39 



attatcgcca catacttcac caaatgg ' 27 



o 

is. 
ii a 

v 3 
'■as 

lit 

130 



|4 

III 
P 



<210> 


40 


<211> 


2 4 . . 


<212> 


DNA*"- 


<213> 


Artificial Sequence 


<220> 




<223> 


Description of Artificial 


<400> 


40 


cgagatcgtg gatacgctgg agtg 


<210> 


41 


<211> 


25 


<212> 


DNA 


<213> 


Artificial Sequence 


<220> 




<223> 


Description of Artificial 


<400> 


41 



24 



gccactcggt aactttgtca gggac 25 



<210> 


42 


<211> 


26 


<212> 


DNA 


<213> 


Artificial Sequence 


<220> 




<223> 


Description of Artificial 


<400> 


42 


cattgaactg agtagccaaa acagcc 


<210> 


43 


<211> 


27 


<212> 


DNA 


<213> 


Artificial Sequence 



26 



<220> 



13 



<223> Description of Artificial Sequence: Primer 
<400> 43 

cctacgtttg gtatcgctac tccgttg 



<210> 44 

<211> 22 

<212> DNA 

<213> Artificial Sequence 



<220> 

<223> Description of Artificial Sequence: Primer 



<400> 44 

tttccagcca gcaccgtcca ag 



<210> 45 

<211> 24 

<212> DNA 

<213> Artificial Sequence 



<220> 

<223> Description of Artificial Sequence: Primer 
<400> 45 

gcagagccga tctatgttgc gtcc 



<210> 46 

<211> 25 

<212> DNA 

<213> Artificial Sequence 



<220> 

<223> Description of Artificial Sequence: Primer 



<400> 46 

tcattgaatg cttccaggaa cctcg 



<210> 47 

<211> 20 

<212> DNA 

<213> Artificial Sequence 



<220> 

<223> Description of Artificial Sequence: Primer 
<400> 47 

aagagggcag ggctcaagag 



<210> 48 
<211> 21 
<212> DNA 



14 



<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Primer 

<400> 48- 

tccatgtgaa gatcccatca c 

<210> 49 

<211> 20 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Primer 

<400> 49 

cttgaaggcc gtgttgaacg 

<210> 50 

<211> 21 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Primer 

<400> 50 , 
caggatttgt ctgagttgcc g 



<210> 51 

<211> 28 

<212> DNA 

<213> Artificial Sequence 



<220> 

<223> Description of Artificial Sequence: Primer 
<400> 51 

ccattgcctt gagatacgcc attggtag 



<210> 52 

<211> 26 

<212> DNA 

<213> Artificial Sequence 



<220> 

<223> Description of Artificial Sequence: Primer 



<400> 52 

agccttggtg tcgttctttt caacgg 



15 



<210> 53 

<211> 26 

<212> DNA 

<213> Artificial Sequence 



<220> 

<223> Description of Artificial Sequence: Primer 



<400> 53 

ttgggtttgt ttgtttcctg tgtccg 



<210> 54 

<211> 27 

<212> DNA 

<213> Artificial Sequence 



<220> 

<223> Description of Artificial Sequence: Primer 



<400> 54 

cctttgacct tcaatctggc gtagacg 



<210> 


55 


<211> 


26 


<212> 


DNA 


<213> 


Artificial Sequence 


<220> 




<223> 


Description of Artificial 


<400> 


55 



gtttgctgaa tacgctgaag gtgatg 



<210> 56 

<211> 27 

<212> DNA 

<213> Artificial Sequence 



<220> 

<223> Description of Artificial Sequence: Primer 



<400> 56 

tggagctgaa caactctctc gtctcgg 



<210> 57 

<211> 20 

<212> DNA 

<213> Artificial Sequence 



<220> 

<223> Description of Artificial Sequence: Primer 



<400> 57 



16 



ttcctcaaca cggacagcgg 



20 



<210> 58 

<211> 24 

<212> DNA-'- -■' 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Primer 

<400> 58 

agtcaaccag gtgtggaact cgtc 24 



<210> 59 

<211> 49 

<212> DNA ■ 

<213> Artificial Sequence 



m <220> 



<223> Description of Artificial Sequence: Primer 
<400> 59 

ggatcctaat acgactcact atagggagga agagggcagg gctcaagag 4 9 



m 
9 

CI <210> 60 

si <211> 42 

<212> DNA 

g| <213> Artificial Sequence 

Us <220> 

s 5 s 

j=4 <223> Description of Artificial Sequence: Primer 
<400> 60 

tccatgtgaa gatcccatca cgagtgtgcc tcttgcccaa ag 42 



<210> 61 

<211> 54 

<212> DNA 

<213> Artificial Sequence 



<220> 

<223> Description of Artificial Sequence: Primer 
<400> 61 

ggatcctaat acgactcact atagggaggc cgatgaagtt ttcgacgagt accc 54 



<210> 62 

<211> 52 

<212> DNA 

<213> Artificial Sequence 
<220> 



17 





<223> 


Description of Artificial 


Sequence: Primer 






<400> 


62 








aaggctttaa cgtgtccaat ctggtcaaca 


tagctctgga gtgcttccaa 


cc 52 




<210> 


63 








<211> 


56 








<212> 


DNA 








<213> 


Artificial Sequence 








<220> 










<223> 


Description of Artificial 


Sequence: Primer 






<400> 


63 








ggatcctaat acgactcact atagggagga 


ttatcgccac atacttcacc 


aaatgg 56 




<210> 


64 






til 


<211> 
<212> 


52 
DNA 






<213> 


Artificial Sequence 








<220> 








III 

IX) 


<223> 


Description of Artificial 


Sequence: Primer 




13 


<400> 


64 






13 

Si 


cgagatcgtg gatacgctgg agtgcgtcgc 


tcttcttctt caacaattca 


ag 52 


5^ 
Uf 

Uh 


<210> 
<211> 


65 
49 






HI 


<212> 


DNA 








<213> 


Artificial Sequence 








<220> 










<223> 


Description of Artificial 


Sequence: Primer 






<400> 


65 








cattgaactg agtagccaaa acagcccatg 


gtttcaatca atgggaggc 


49 




<210> 


66 








<211> 


54 








<212> 


DNA 








<213> 


Artificial Sequence 








<220> 










<223> 


Description of Artificial 


Sequence: Primer 






<400> 


66 








ggatcctaat acgactcact atagggaggg 


ccactcggta actttgtcag 


ggac 54 




<210> 


67 








<211> 


56 








<212> 


DNA 


18 





<213> Artificial Sequence 



3 sir 
if i 

Q 
ill 



III 

if 1 



<220> 

<223> Description of Artificial Sequence: Primer 
<400> 67 

ggatcctaat acgactcact atagggaggc ctacgtttgg tatcgctact ccgttg 56 



<210> 68 

<211> 48 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Primer 

<400> 68 

tttccagcca gcaccgtcca agcaacaagg agtacaagaa atcgtgtc 4 8 



<210> 69 

<211> 53 

<212> DNA 

<213> Artificial Sequence 



i*t <220> 

LI <223> Description of Artificial Sequence: Primer 



<400> 69 

ggatcctaat acgactcact atagggaggg cagagccgat ctatgttgcg tec 53 



<210> 


70 


<211> 


45 


<212> 


DNA 


<213> 


Artificial Sequence 


<220> 




<223> 


Description of Artificial 


<400> 


70 


tcattgaatg cttccaggaa cctcgccaca 


<210> 


71 


<211> 


49 


<212> 


DNA 


<213> 


Artificial Sequence 



45 



<220> 

<223> Description of Artificial Sequence: Primer 
<400> 71 

ggatcctaat acgactcact atagggaggc ttgaaggccg tgttgaacg 4 9 



19 



ft 



if* 



an - 

Ml 



<210> 


72 


<211> 


46 


<212> 


DNA 


<213> 


Artificial Sequence 


<220> 




<223> 


Description of Artificial 


<400> 


72 


caggatttgt ctgagttgcc gcctgatcaa 


<210> 


73 


<211> 


56 


<212> 


DNA 


<213> 


Artificial Sequence 


<220> 




<223> 


Description of Artificial 


<400> 


73 



46 



yjl ggatcctaat acgactcact atagggaggg gtttgctgaa tacgctgaag gtgatg 56 



<210> 


74 


<211> 


52 


<212> 


DNA 


<213> 


Artificial Sequence 


<220> 




<223> 


Description of Artificial 


<400> 


74 


tggagctgaa caactctctc gtctcgggtg 


<210> 


75 


<211> 


49 


<212> 


DNA 


<213> 


Artificial Sequence 


<220> 




<223> 


Description of Artificial 


<400> 


75 


ggatcctaat acgactcact atagggaggt 


<210> 


76 


<211> 


49 


<212> 


DNA 


<213> 


Artificial Sequence 


<220> 




<223> 


Description of Artificial 


<400> 


76 



52 



49 



20 



agtcaaccag gtgtggaact cgtcggtggc aacaatgaaa aacaccaag 



49 



id 



5;? 5 



3;±b 

hi 



<210> 


77 


<211> 


57 


<212> 


DNA 


<213> 


Artificial Sequence 


<220> 




<223> 


Description of Artificial 


<400> 


77 


ggatcctaat acgactcact atagggaggc 


<210> 


78 


<211> 


53 


<212> 


DNA' 


<213> 


Artificial Sequence 


<220> 




<223> 


Description of Artificial 


<400> 


78 


agccttggtg tcgttctttt caacggaagg 


<210> 


79 


<211> 


55 


<212> 


DNA 


<213> 


Artificial Sequence 


<220> 




<223> 


Description of Artificial 


<400> 


79 


ggatcctaat acgactcact atagggaggt 


<210> 


80 


<211> 


50 


<212> 


DNA 


<213> 


Artificial Sequence 


<220> 




<223> 


Description of Artificial 


<400> 


80 


cctttgacct tcaatctggc gtagacgcag 


<210> 


81 


<211> 


4206 


<212> 


DNA 


<213> 


Candida tropicalis 


<400> 


81 



57 



53 



55 



50 
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catcaagatc atctatgggg ataattacga 
aatcgaaaga gcctatggcg ttgccgtcgt 
tggtcccagt gaagagcctt cagaacagtc 
cgtggggcaa aggaacgcgg aattagttat 
cttgtgggtt ttttccttta tttttcatat 
ttagtttgtg attagcgtgc cccacaattg 
ccaagtctta actagctcca cagtctcgac 
cccatgaatc attcaaagtt gttgggggat 
tgtttctccc; jactttggttg tgattggggt 
cgcaggtgtc tccgatatcg aaatttgatg 

w 

y*| gattgccttt gtagttagag atgttgaaca 
Ji 

t. s acagcaagtg cagtgagctg taaacgatgc 
ill 

gtggagttgt tgttgttgtt gttggcaggg 
2* aaacccaagc ttaagaacaa aaataaaaaa 

o 

a; ttacataatc aacagtaaga cagaaaaaac 
y| ttacttcttt tttttcttct ttccttcttt 



tacttgtttt 


tgcaattcct 


catcctcctc 


ttagatttgt 


atgtcatcat 


aacattggtg 


cagttccttg 


atcagcccca 


ggacaccggg 


agagacgtct 


tgctgacatt 


gaagaagaat 


cagacgggta 


cggcagaaga 


ttacgccaac 


ggcttgaaaa 


cgatggttgc 


agatttcgct 


accgaagaca 


tcttggtgtt 


tttcattgtt 


aatgccgacg 


agttccacac 


ctggttgact 


tacaccgtgt 


tcgggttggg 


taactccacg 


tttgacagat 


tgttgagcga 


gaaaggtggt 


gacggtactg 


gcaccttgga 


cgaagatttc 


ttgaagaatg 


atttgaactt 


tgaagaaaag 


actgagagag 


acgacttgtc 


tgctgctgac 



cagcaacatt 


gcagaaagag 


cgttggtcac 


60 


tgaggcaaat 


gacagcacca 


acaataacga 


120 


cattgttgac 


gcttaaggca 


cggataatta 


180 


ggggggatca 


aaagcggaag 


atttgtgttg 


240 


gatttctttg 


cgcaagtaac 


atgtgccaat 


300 


gcatcgtgga 


cgggcgtgtt 


ttgtcatacc 


360 


ggtgtctcga 


cgatgtcttc 


ttccacccct 


420 


ctccaccaag 


ggcaccggag 


ttaatgctta 


480 


agtctagtga 


gttggagatt 


ttcttttttt 


540 


aatatagaga 


gaagccagat 


cagcacagta 


600 


gcaactagtt 


gaattacacg 


ccaccacttg 


660 


agccagagtg 


tcaccaccaa 


ctgacgttgg 


720 


ccatattgct 


aaacgaagac 


aagtagcaca 


780 


aattcatacg 


acaattccaa 


agccattgat 


840 


tttcaacatt 


tcaaagttcc 


ctttttccta 


900 


ccttctgttt 


ttcttacttt 


atcagtcttt 


960 


ctactcctcc 


tcaccatggc 


tttagacaag 


1020 


gtcgctgtag 


ccgcctattt 


tgctaagaac 


1080 


ttcctcaaca 


cggacagcgg 


aagcaactcc 


1140 


aataaaaaca 


cgttgttgtt 


gtttgggtcc 


1200 


aaattgtcca 


gagaattgca 


ctccagattt 


1260 


gattacgatt 


gggataactt 


cggagatatc 


1320 


gccacctatg 


gtgagggtga 


acctaccgat 


1380 


gaagaagctg 


acactttgag 


taccttgaaa 


1440 


tacgagttct 


tcaatgccat 


tggtagaaag 


1500 


gacaggtttg 


ctgaatacgc 


tgaaggtgat 


1560 


atggcctgga 


aggacaatgt 


ctttgacgcc 


1620 


gaattgaagt 


acgaaccaaa 


cgtgaaattg 


1680 


tcccaagttt 


ccttgggtga 


gccaaacaag 


1740 



22 





aagt acat ca 


act ccgaggg 


catcgact tg 


accaagggt c 


cattcgacca 


cacccaccca 


XoUU 




t act t ggeca 


gaat caccga 


gacgagagag 


t tgt tea get 


ccaaggacag 


acactgt at c 


i o a pt 
iobU 




cacgt tgaat 


tt gacatt tc 


tgaat cgaac 


t tgaaataca 


ccaccggtga 


ccatctagct 


i a o a 




atetggecat 


ccaact ccga 


cgaaaacatt 


aagcaatttg 


ccaagtgttt 


cggattggaa 


i no r\ 




gat aa act eg 


acactgttat 


t gaatt gaag 


gcgttggact 


ccacttacac 


catcccattc 


204 0 




ccaaccccaa 


t t acctaegg 


t gctgt cat t 


agacaccatt 


tagaaatctc 


cggtccagtc 


2100 




t cgagacaat 


LCtttttgtc 


aattgctggg 


tttget cctg 


atgaagaaac 


aaagaaggct 


Z 1 oU 




tttaccagac 


t t ggt ggt ga 


caagcaagaa 


tt cgccgcca 


aggtcacccg 


cagaaagttc 


A O O A 

ZZ20 




a a cat t gecg^ 


"at gect tgt t 


atatt cct cc 


aacaacgctc 


cat ggtccga 


tgttcctttt 


A A O A 

ZZo U 


JSia. 


gaatt cctt a 


ttgaaaacgt 


tccacacttg 


actccacgtt 


actactccat 


ttegtctteg 


234 0 




tcattgagtg 


aaaagcaact 


catcaaegtt 


actgcagttg 


ttgaagcega 


agaagaagct 


2400 




gatggcagac 


cagtcactgg 


tgttgtcacc 


aacttgttga 


agaacgt t ga 


aattgtgcaa 


A A /~ A 

__4 60 


ii 


aacaagactg 


gegaaaagee 


actt gt ccac 


tacgatttga 


gcggcccaag 


aggcaagttc 


A C A A 

2o20 




aacaagt t ca 


agtt gecagt 


gcat gtgaga 


agatccaact 


ttaagttgcc 


aaagaactcc 


A C O A 


f~it 

i ■■ : 


accaccccag 


•4-4- n 4-n4-4-n->4- 

z tatc u tgat: 


tggt ccaggt 


actggtgttg 


ccccattgag 


aggttttgtc 


a r a a 

__ o4U 


lei 1 


agagaaagag 


ttcaacaagt 


caagaatggt 


gtcaatgttg 


gcaagacttt 


gttgttttat 


2700 


ill 

El 


ggt tgcagaa 


actccaacga 


ggactttttg 


tacaagcaag 


aatgggccga 


gtaegcttet 


27 60 




n J. 4.4.4. __.,-_ 4_ 

gttt tgggtg 


aaaactttga 


— _» 4- _- 4— 4- _ . n .— . 4- 

gatgttcaat 


gccttctcca 


gacaagaccc 


atccaagaag 


2820 




gttt aegt cc 


aggataagat 


tttagaaaac 


agecaacttg 


tgcacgagtt 


gttgactgaa 


2880 




ggtgccat ta 


t ct aegt ctg 


tggtgatgcc 


agtagaatgg 


etagagaegt 


gcagaccaca 


2 940 




atttccaaga 


ttgttgctaa 


aagcagagaa 


attagtgaag 


acaaggctgc 


tgaattggtc 


3000 




aagtcctgga 


aggtccaaaa 


tagataccaa 


gaagatgttt 


ggtagactca 


aacgaatctc 


3060 




tctttctccc 


aacgeattta 


tgaatcttta 


ttctcattga 


agctttacat 


atgttctaca 


3120 




ctttattttt 


tttttttttt 


ttattattat 


attacgaaac 


ataggtcaac 


tatatatact 


3180 




tgattaaatg 


ttatagaaac 


aataactatt 


atetactegt 


ctacttcttt 


ggcattgaca 


3240 




tcaacattac 


cgttcccatt 


accgttgccg 


ttggcaatgc 


egggatattt 


agtacagtat 


3300 




ctccaatccg 


gatttgagct 


attgtagatc 


agetgeaagt 


cattctccac 


cttcaaccag 


3360 




tacttatact 


tcatctttga 


cttcaagtcc 


aagtcataaa 


tattacaagt 


tagcaagaac 


3420 



23 



ttctggccat ccacgatata gacgttattc acgttattat gcgacgtatg gatgtggtta 3480 

tccttattga acttctcaaa cttcaaaaac aaccccacgt cccgcaacgt cattatcaac 3540 

gacaagttct ggctcacgtc gtcggagctc gtcaagttct caattagatc gttcttgtta 3600 

ttgatcttct ggtactttct caattgctgg aacacattgt cctcgttgtt caaatagatc 3660 

ttgaacaact ttttcaacgg gatcaacttc tcaatctggg ccaagatctc cgccgggatc 3720 

ttcagaaaca agtcctgcaa cccctggtcg atggtctccg ggtacaacaa gtccaagggg 3780 

cagaagtgtc taggcacgtg tttcaactgg ttcaacgaac atgttcgaca gtagttcgag 3840 

ttatagttat cgtacaacca ttttggtttg atttcgaaaa tgacggagct gatgccatca 3900 

ttctcctggt tcctctcata gtacaactgg cacttcttcg agaggctcaa ttcctcgtag 3960 

ttcccgtcca agatattcgg caacaagagc ccgtaccgct cacggagcat caagtcgtgg 4020 

;|| ccctggttgt tcaacttgtt gatgaagtcc gaggtcaaga caatcaactg gatgtcgatg 4080 

atctggtgcg ggaacaagtt cttgcatttt agctcgatga agtcgtacaa ctcacacgtc 414 0 

%1 gagatatact cctgttcctc cttcaagagc cggatccgca agagcttgtg cttcaagtag 4200 

tcgttg 4206 



□ 

n 



b& <210> 82 
£) <211> 4145 



<212> DNA 



|l| <213> Candida tropicalis 
<400> 82 



5^4 



tatatgatat 


atgatatatc 


ttcctgtgta 


attattattc 


gtattcgtta 


atacttacta 


60 


catttttttt 


tctttattta 


tgaagaaaag 


gagagttcgt 


aagttgagtt 


gagtagaata 


120 


ggctgttgtg 


catacgggga 


gcagaggaga 


gtatccgacg 


aggaggaact 


gggtgaaatt 


180 


tcatctatgc 


tgttgcgtcc 


tgtactgtac 


tgtaaatctt 


agatttccta 


gaggttgttc 


240 


tagcaaataa 


agtgtttcaa 


gatacaattt 


tacaggcaag 


ggtaaaggat 


caactgatta 


300 


gcggaagatt 


ggtgttgcct 


gtggggttct 


tttatttttc 


atatgatttc 


tttgcgcgag 


360 


taacatgtgc 


caatctagtt 


tatgattagc 


gtacctccac 


aattggcatc 


ttggacgggc 


420 


gtgttttgtc 


ttaccccaag 


ccttatttag 


ttccacagtc 


tcgacggtgt 


ctcgccgatg 


480 


tcttctccca 


cccctcgcag 


gaatcattcg 


aagttgttgg 


gggatctcct 


ccgcagttta 


540 


tgttcatgtc 


tttcccactt 


tggttgtgat 


tggggtagcg 


tagtgagttg 


gtgattttct 


600 


tttttcgcag 


gtgtctccga 


tatcgaagtt 


tgatgaatat 


aggagccaga 


tcagcatggt 


660 
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atattgcctt 


tgtagataga 


gatgttgaac 


aacaactagc 


tgaattacac 


accaccgcta 


720 




aacgatgcgc 


acagggtgtc 


accgccaact 


gacgttgggt 


ggagttgttg 


ttggcagggc 


780 




catattgcta 


aacgaagaga 


agtagcacaa 


aacccaaggt 


taagaacaat 


taaaaaaatt 


840 




catacgacaa 


ttccacagcc 


atttacataa 


tcaacagcga 


caaatgagac 


agaaaaaact 


900 




ttcaacattt 


caaagttccc 


tttttcctat 


tacttctttt 


tttctttcct 


tcctttcatt 


960 




tcctttcctt 


ctgcttttat 


tactttacca 


gtcttttgct 


tgtttttgca 


attcctcatc 


1020 




ctcctcctca 


ccatggcttt 


agacaagtta 


gatttgtatg 


tcatcataac 


attggtggtc 


1080 




gctgtggccg 


cctattttgc 


taagaaccag 


ttccttgatc 


agccccagga 


caccgggttc 


1140 




ctcaaeacgg 


acagcggaag 


caactccaga 


gacgtcttgc 


tgacattgaa 


gaagaataat 


1200 


41 


aaaaacacgt 


tgttgttgtt 


tgggtcccag 


accggtacgg 


cagaagatta 


cgccaacaaa 


1260 


ttgtcaagag 


aattgcactc 


cagatttggc 


ttgaaaacca 


tggttgcaga 


tttcgctgat 


1320 




tacgattggg 


ataacttcgg 


agatatcacc 


gaagatatct 


tggtgttttt 


catcgttgcc 


1380 


111 


acctacggtg 


agggtgaacc 


taccgacaat 


gccgacgagt 


tccacacctg 


gttgactgaa 


1440 


g 


gaagctgaca 


ctttgagtac 


tttgagatat 


accgtgttcg 


ggttgggtaa 


ctccacctac 


, 1500 


!! 


gagttcttca 


atgctattgg 


tagaaagttt 


gacagattgt 


tgagtgagaa 


aggtggtgac 


1560 


IJ 

Is* J 


agatttgctg 


aatatgctga 


aggtgacgac 


ggcactggca 


ccttggacga 


agatttcatg 


1620 


ill 


gcctggaagg 


ataatgtctt 


tgacgccttg 


aagaatgact 


tgaactttga 


agaaaaggaa 


1680 


0. 

i-ii 


ttgaagtacg 


aaccaaacgt 


gaaattgact 


gagagagatg 


acttgtctgc 


tgccgactcc 


1740 


P S 


caagtttcct 


tgggtgagcc 


aaacaagaag 


tacatcaact 


ccgagggcat 


cgacttgacc 


1800 




aagggtccat 


tcgaccacac 


ccacccatac 


ttggccagga 


tcaccgagac 


cagagagttg 


1860 




ttcagctcca 


aggaaagaca 


ctgtattcac 


gttgaatttg 


acatttctga 


atcgaacttg 


1920 




aaatacacca 


ccggtgacca 


tctagccatc 


tggccatcca 


actccgacga 


aaacatcaag 


1980 




caatttgcca 


agtgtttcgg 


attggaagat 


aaactcgaca 


ctgttattga 


attgaaggca 


2040 




ttggactcca 


cttacaccat 


tccattccca 


actccaatta 


cttacggtgc 


tgtcattaga 


2100 




caccatttag 


aaatctccgg 


tccagtctcg 


agacaattct 


ttttgtcgat 


tgctgggttt 


2160 




gctcctgatg 


aagaaacaaa 


gaagactttc 


accagacttg 


gtggtgacaa 


acaagaattc 


2220 




gccaccaagg 


ttacccgcag 


aaagttcaac 


attgccgatg 


ccttgttata 


ttcctccaac 


2280 




aacactccat 


ggtccgatgt 


tccttttgag 


ttccttattg 


aaaacatcca 


acacttgact 


2340 




ccacgttact 


actccatttc 


ttcttcgtcg 


ttgagtgaaa 


aacaactcat 


caatgttact 


2400 





gcagtcgttg 


aggccgaaga 


agaagccgat 


ggcagaccag 


tcactggtgt 


tgttaccaac 


24 60 




ttgttgaaga 


acat t gaaat 


tgcgcaaaac 


aagactggcg 


aaaagccact 


tgttcactac 


2520 




gatttgagcg 1 


•gcccaagagg 


caagttcaac 


aagttcaagt 


tgccagtgca 


cgtgagaaga 


2580 




tccaacttta 


agttgccaaa 


gaactccacc 


accccagtta 


tcttgattgg 


tccaggtact 


2640 




ggtgttgccc 


cattgagagg 


tttcgttaga 


gaaagagttc 


aacaagtcaa 


gaatggtgtc 


2700 




aatgttggca 


agactttgtt 


gttttatggt 


tgcagaaact 


ccaacgagga 


ctttttgtac 


2760 




aagcaagaat 


gggccgagta 


cgcttctgtt 


ttgggtgaaa 


actttgagat 


gttcaatgcc 


2820 




ttct ct agac 


aagacccatc 


caagaaggtt 


tacgtccagg 


_ X. — . _ . _ X. X. X. X. 

ataagatttt 


agaaaacagc 


2880 




caacttgtgc :,; 


"acgaattgtt 


gaccgaaggt 


gccattatct 


acgtctgtgg 


tgacgccagt 


2940 




agaatggcca 


gagacgtcca 


gaccacgatc 


tccaagattg 


ttgccaaaag 


cagagaaatc 


3000 




agtgaagaca 


aggccgctga 


attggtcaag 


tcctggaaag 


tccaaaatag 


ataccaagaa 


3060 


J 

U! 


gatgtttggt 


agactcaaac 


gaatctctct 


ttctcccaac 


gcatttatga 


atattctcat 


3120 


Ill 

ti 


tgaagtttta 


catatgttct 


atatttcatt 


ttttttttat 


tatattacga 


aacataggtc 


3180 




aactatatat 


acttgattaa 


atgttataga 


aacaataatt 


attatctact 


cgtctacttc 


3240 


:::±= 


tttggcattg 


gcattggcat 


tggcattggc 


attgccgttg 


ccgttggtaa 


tgccgggata 


3300 




tttagtacag 


tatctccaat 


ccggatttga 


gctattgtaa 


atcagctgca 


agtcattctc 


3360 


; : t 
3 


caccttcaac 


cagtacttat 


acttcatctt 


tgacttcaag 


tccaagtcat 


aaatattaca 


3420 




agttagcaag 


aacttctggc 


catccacaat 


atagacgtta 


ttcacgttat 


tatgcgacgt 


3480 




atggatatgg 


ttatccttat 


tgaacttctc 


aaacttcaaa 


aacaacccca 


cgtcccgcaa 


3540 




cgtcattatc 


aacgacaagt 


tctgactcac 


gtcgtcggag 


ctcgtcaagt 


tctcaattag 


3600 




atcgttcttg 


ttattgatct 


tctggtactt 


tctcaactgc 


tggaacacat 


tgtcctcgtt 


3660 




gttcaaatag 


atcttgaaca 


acttcttcaa 


gggaatcaac 


ttttcgatct 


gggccaagat 


3720 




ttccgccggg 


atcttcagaa 


acaagtcctg 


caacccctgg 


tcgatggtct 


cggggtacaa 


3780 




caagtctaag 


gggcagaagt 


gtctaggcac 


gtgtttcaac 


tggttcaagg 


aacatgttcg 


3840 




acagtagttc 


gagttatagt 


tatcgtacaa 


ccactttggc 


ttgatttcga 


aaatgacgga 


3900 




gctgatccca 


tcattctcct 


ggttcctttc 


atagtacaac 


tggcatttct 


tcgagagact 


3960 




caactcctcg 


tagttcccgt 


ccaagatatt 


cggcaacaag 


agcccgtagc 


gctcacggag 


4020 




catcaagtcg 


tggccctggt 


tgttcaactt 


gttgatgaag 


tccgatgtca 


agacaatcaa 


4080 
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ctggatgtcg atgatctggt gcggaaacaa gttcttgcac tttagctcga tgaagtcgta 



caact 




<210> " 


83 


<211> 


679 


<212> 


PRT 


<213> 


CAN D I DAT ROPI C AL I S 


<400> 


83 


Met Ala 


Leu Asp Lys Leu Asp 


1 


5 



10 15 



Ala Val Ala: Ala Tyr Phe Ala Lys Asn Gin Phe Leu Asp Gin Pro Gin 

• ;.^v^20^ 25 30 



Asp Thr Gly Phe Leu Asn Thr Asp Ser Gly Ser Asn Ser Arg Asp Val 
35 40 45 



Leu Leu Thr Leu Lys Lys Asn Asn Lys Asn Thr Leu Leu Leu Phe Gly 
50 55 60 



Ser Gin Thr Gly Thr Ala Glu Asp Tyr Ala Asn Lys Leu Ser Arg Glu 
65 70 75 80 



Leu His Ser Arg Phe Gly Leu Lys Thr Met Val Ala Asp Phe Ala Asp 
85 90 95 



Tyr Asp Trp Asp Asn Phe Gly Asp lie Thr Glu Asp lie Leu Val Phe 
100 105 110 



Phe lie Val Ala Thr Tyr Gly Glu Gly Glu Pro Thr Asp Asn Ala Asp 
115 120 125 



Glu Phe His Thr Trp Leu Thr Glu Glu Ala Asp Thr Leu Ser Thr Leu 
130 135 140 



Lys Tyr Thr Val Phe Gly Leu Gly Asn Ser Thr Tyr Glu Phe Phe Asn 
145 150 155 160 



Ala lie Gly Arg Lys Phe Asp Arg Leu Leu Ser Glu Lys Gly Gly Asp 
165 170 175 



Arg Phe Ala Glu Tyr Ala Glu Gly Asp Asp Gly Thr Gly Thr Leu Asp 



27 



180 



185 



190 



Glu Asp Phe Met Ala Trp Lys Asp Asn Val Phe Asp Ala Leu Lys Asn 
195 200 205 



Asp Leu Asn Phe Glu Glu Lys Glu Leu Lys Tyr Glu Pro Asn Val Lys 
210 215 220 



Leu Thr Glu Arg Asp Asp Leu Ser Ala Ala Asp Ser Gin Val Ser Leu 
225 230 235 240 



Gly Glu Pro Asn Lys Lys Tyr lie Asn Ser Glu Gly lie Asp Leu Thr 

■: 245 250 255 



Lys Gly Pro Phe Asp His Thr His Pro Tyr Leu Ala Arg lie Thr Glu 
260 265 270 



Thr Arg Glu Leu Phe Ser Ser Lys Asp Arg His Cys lie His Val Glu 
275 280 285 



Phe Asp lie Ser Glu Ser Asn Leu Lys Tyr Thr Thr Gly Asp His Leu 
290 295 300 



Ala lie Trp Pro Ser Asn Ser Asp Glu Asn lie Lys Gin Phe Ala Lys 
305 310 315 320 



Cys Phe Gly Leu Glu Asp Lys Leu Asp Thr Val lie Glu Leu Lys Ala 
325 330 335 



Leu Asp Ser Thr Tyr Thr lie Pro Phe Pro Thr Pro lie Thr Tyr Gly 
340 345 350 



Ala Val He Arg His His Leu Glu He Ser Gly Pro Val Ser Arg Gin 
355 360 365 



Phe Phe Leu Ser He Ala Gly Phe Ala Pro Asp Glu Glu Thr Lys Lys 
370 375 380 



Ala Phe Thr Arg Leu Gly Gly Asp Lys Gin Glu Phe Ala Ala Lys Val 
385 390 395 400 



Thr Arg Arg Lys Phe Asn He Ala Asp Ala Leu Leu Tyr Ser Ser Asn 
405 410 415 



28 



Asn Ala Pro Trp Ser Asp Val Pro Phe Glu Phe Leu lie Glu Asn Val 
420 425 430 



Pro His Leu Thr Pro Arg Tyr Tyr Ser lie Ser Ser Ser Ser Leu Ser 
435 440 445 



Glu Lys Gin Leu He Asn Val Thr Ala Val Val Glu Ala Glu Glu Glu 
450 455 460 



Ala Asp Gly Arg Pro Val Thr Gly Val Val Thr Asn Leu Leu Lys Asn 
465 470 475 480 



Val Glu He Val Gin Asn Lys Thr Gly Glu Lys Pro Leu Val His Tyr 
485 490 495 



Asp Leu Ser Gly Pro Arg Gly Lys Phe Asn Lys Phe Lys Leu Pro Val 
500 505 510 



His Val Arg Arg Ser Asn Phe Lys Leu Pro Lys Asn Ser Thr Thr Pro 
515 520 525 



Val He Leu He Gly Pro Gly Thr Gly Val Ala Pro Leu Arg Gly Phe 
530 535 540 



Val Arg Glu Arg Val Gin Gin Val Lys Asn Gly Val Asn Val Gly Lys 
545 550 555 560 



Thr Leu Leu Phe Tyr Gly Cys Arg Asn Ser Asn Glu Asp Phe Leu Tyr 
565 570 575 



Lys Gin Glu Trp Ala Glu Tyr Ala Ser Val Leu Gly Glu Asn Phe Glu 
580 585 590 



Met Phe Asn Ala Phe Ser Arg Gin Asp Pro Ser Lys Lys Val Tyr Val 
595 600 605 



Gin Asp Lys He Leu Glu Asn Ser Gin Leu Val His Glu Leu Leu Thr 
610 615 620 



Glu Gly Ala He He Tyr Val Cys Gly Asp Ala Ser Arg Met Ala Arg 
625 630 635 640 
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Asp Val Gin Thr Thr lie Ser Lys lie Val Ala Lys Ser Arg Glu lie 
645 650 655 



Ser Glu Asp Lys Ala Ala Glu Leu Val Lys Ser Trp Lys Val Gin Asn 
660 665 670 



Arg Tyr Gin Glu Asp Val Trp 
675 

<210> 84 
<211> 679 
<212> PRT 

<213> CANDIDATROPICALIS 
<400> 84 

Met Ala Leu Asp Lys Leu Asp Leu Tyr Val lie lie Thr Leu Val Val 
15 10 15 



Ala Val Ala Ala Tyr Phe Ala Lys Asn Gin Phe Leu Asp Gin Pro Gin 
20 25 30 



Asp Thr Gly Phe Leu Asn Thr Asp Ser Gly Ser Asn Ser Arg Asp Val 
35 40 45 



Leu Leu Thr Leu Lys Lys Asn Asn Lys Asn Thr Leu Leu Leu Phe Gly 
50 55 60 



Ser Gin Thr Gly Thr Ala Glu Asp Tyr Ala Asn Lys Leu Ser Arg Glu 
65 70 75 80 



Leu His Ser Arg Phe Gly Leu Lys Thr Met Val Ala Asp Phe Ala Asp 
85 90 95 



Tyr Asp Trp Asp Asn Phe Gly Asp lie Thr Glu Asp lie Leu Val Phe 
100 105 110 



Phe lie Val Ala Thr Tyr Gly Glu Gly Glu Pro Thr Asp Asn Ala Asp 
115 120 125 



Glu Phe His Thr Trp Leu Thr Glu Glu Ala Asp Thr Leu Ser Thr Leu 
130 135 140 



Arg Tyr Thr Val Phe Gly Leu Gly Asn Ser Thr Tyr Glu Phe Phe Asn 
145 150 155 160 
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Ala lie Gly Arg Lys Phe Asp Arg Leu Leu Ser Glu Lys Gly Gly Asp 
165 170 175 



Arg Phe Ala Glu Tyr Ala Glu Gly Asp Asp Gly Thr Gly Thr Leu Asp 
180 185 190 



Glu Asp Phe Met Ala Trp Lys Asp Asn Val Phe Asp Ala Leu Lys Asn 
195 200 205 



Asp Leu Asn Phe Glu Glu Lys Glu Leu Lys Tyr Glu Pro Asn Val Lys 
210 215 220 



Leu Thr Glu Arg Asp Asp Leu Ser Ala Ala Asp Ser Gin Val Ser Leu 
225 230 235 240 



Gly Glu Pro Asn Lys Lys Tyr lie Asn Ser Glu Gly lie Asp Leu Thr 
245 250 255 



Lys Gly Pro Phe Asp His Thr His Pro Tyr Leu Ala Arg lie Thr Glu 
260 265 270 



Thr Arg Glu Leu Phe Ser Ser Lys Glu Arg His Cys lie His Val Glu 
275 280 285 



Phe Asp lie Ser Glu Ser Asn Leu Lys Tyr Thr Thr Gly Asp His Leu 
290 295 300 



Ala lie Trp Pro Ser Asn Ser Asp Glu Asn lie Lys Gin Phe Ala Lys 
305 310 315 320 



Cys Phe Gly Leu Glu Asp Lys Leu Asp Thr Val lie Glu Leu Lys Ala 
325 330 • 335 



Leu Asp Ser Thr Tyr Thr lie Pro Phe Pro Thr Pro lie Thr Tyr Gly 
340 345 350 



Ala Val lie Arg His His Leu Glu lie Ser Gly Pro Val Ser Arg Gin 
355 360 365 



Phe Phe Leu Ser lie Ala Gly Phe Ala Pro Asp Glu Glu Thr Lys Lys 
370 375 380 
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Thr Phe Thr Arg Leu Gly Gly Asp Lys Gin Glu Phe Ala Thr Lys Val 
385 390 395 400 



Thr Arg Arg Lys- Phe Asn lie Ala Asp Ala Leu Leu Tyr Ser Ser Asn 
405 410 415 



Asn Thr Pro Trp Ser Asp Val Pro Phe Glu Phe Leu lie Glu Asn lie 
420 425 430 



Gin His Leu Thr Pro Arg Tyr Tyr Ser lie Ser Ser Ser Ser Leu Ser 
435 440 445 



Glu Lys-' Gin Leu He Asn Val Thr Ala Val Val Glu Ala Glu Glu Glu 
450 455 460 



Ala Asp Gly Arg Pro Val Thr Gly Val Val Thr Asn Leu Leu Lys Asn 
465 470 475 480 



He Glu He Ala Gin Asn Lys Thr Gly Glu Lys Pro Leu Val His Tyr 
485 490 495 



Asp Leu Ser Gly Pro Arg Gly Lys Phe Asn Lys Phe Lys Leu Pro Val 
500 505 510 



His Val Arg Arg Ser Asn Phe Lys Leu Pro Lys Asn Ser Thr Thr Pro 
515 520 525 



Val He Leu He Gly Pro Gly Thr Gly Val Ala Pro Leu Arg Gly Phe 
530 535 540 



Val Arg Glu Arg Val Gin Gin Val Lys Asn Gly Val Asn Val Gly Lys 
545 550 555 560 



Thr Leu Leu Phe Tyr Gly Cys Arg Asn Ser Asn Glu Asp Phe Leu Tyr 
565 570 575 



Lys Gin Glu Trp Ala Glu Tyr Ala Ser Val Leu Gly Glu Asn Phe Glu 
580 585 590 



Met Phe Asn Ala Phe Ser Arg Gin Asp Pro Ser Lys Lys Val Tyr Val 
595 600 605 
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Gin Asp Lys lie Leu Glu Asn Ser Gin Leu Val His Glu Leu Leu Thr 
610 615 620 



Glu Gly Ala lie lie Tyr Val Cys Gly Asp Ala Ser Arg Met Ala Arg 
625 630 635 640 



Asp Val Gin Thr Thr lie Ser Lys lie Val Ala Lys Ser Arg Glu lie 
645 650 655 



Ser Glu Asp Lys Ala Ala Glu Leu Val Lys Ser Trp Lys Val Gin Asn 
660 665 670 



Arg Tyr Gin Glu Asp Val Trp 
675 



2 <2io> 85 

<211> 4115 

If; <212> DNA 

m 



<213> Candida tropicalis 
<400> 85 



111 



catatgcgct 


aatcttcttt 


ttctttttat 


cacaggagaa 


actatcccac 


ccccacttcg 


60 


aaacacaatg 


acaactcctg 


cgtaacttgc 


aaattcttgt 


ctgactaatt 


gaaaactccg 


120 


gacgagtcag 


acctccagtc 


aaacggacag 


acagacaaac 


acttggtgcg 


atgttcatac 


180 


ctacagacat 


gtcaacgggt 


gttagacgac 


ggtttcttgc 


aaagacaggt 


gttggcatct 


240 


cgtacgatgg 


caactgcagg 


aggtgtcgac 


ttctccttta 


ggcaatagaa 


aaagactaag 


300 


agaacagcgt 


ttttacaggt 


tgcattggtt 


aatgtagtat 


ttttttagtc 


ccagcattct 


360 


gtgggttgct 


ctgggtttct 


agaataggaa 


atcacaggag 


aatgcaaatt 


cagatggaag 


420 


aacaaagaga 


taaaaaacaa 


aaaaaaactg 


agttttgcac 


caatagaatg 


tttgatgata 


480 


tcatccactc 


gctaaacgaa 


tcatgtgggt 


gatcttctct 


ttagttttgg 


tctatcataa 


540 


aacacatgaa 


agtgaaatcc 


aaatacacta 


cactccgggt 


attgtccttc 


gttttacaga 


600 


tgtctcattg 


tcttactttt 


gaggtcatag 


gagttgcctg 


tgagagatca 


cagagattat 


660 


cacactcaca 


tttatcgtag 


tttcctatct 


catgctgtgt 


gtctctggtt 


ggttcatgag 


720 


tttggattgt 


tgtacattaa 


aggaatcgct 


ggaaagcaaa 


gctaactaaa 


ttttctttgt 


780 


cacaggtaca 


ctaacctgta 


aaacttcact 


gccacgccag 


tctttcctga 


ttgggcaagt 


840 


gcacaaacta 


caacctgcaa 


aacagcactc 


cgcttgtcac 


aggttgtctc 


ctctcaacca 


900 


acaaaaaaat 


aagattaaac 


tttctttgct 


catgcatcaa 


tcggagttat 


ctctgaaaga 


960 
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Si 



ill 

CI 



gttgcctttg 


tgtaatgtgt 


gccaaactca 


aactgcaaaa 


ctaaccacag 


aatgatttcc 


1 a 0 a 

1U2U 


ctcacaatta 


tataaactca 


cccacatttc 


cacagaccgt 


a —4—4—4— n — 4_ -_4_ 

aatttcatgt 


<—4- _ — m4-4-4- — 4— 

ctcactttct 


1 a 0 a 

1U8U 


i i i i _ _, 4_ _J_ 

cttttgctct 


4- ~-_ 4- 4— 4— 4- — —.4-4- 

tcttttactt 


agtcaggttt 


gataacttcc 


4-4-4-4-4-4- — 4- 4- — 

ttttttatta 


4- — 4- . 4—4. — 

ccctatctta 


1140 


4-4—4- -^H — t — 1- 

tttatttatt 


4 . 4- 4- _ _ 4.4-4- — 

tattcattta 


taccaaccaa 


ccaaccatgg 


ccacacaaga 


aatcat cgat 


1Z uu 


t ct gtact tc 


cgt acttgac 


caaatggt ac 


actgtgatt a 


ctgcagcagt 


attagt ct t c 


1 O^A 

IZbU 


ctt at ct cca 


caaacat caa 


gaactacgt c 


aaggcaaaga 


aattgaaatg 


tgtcgat cca 


loZU 


ccatactt ga 


aggatgccgg 


t ct cactggt 


— 4-4. .-,4-4- 

attctgtctt 


tgatcgccgc 


catcaaggcc 


i 0 0 a 
1 joU 


aagaacgacg 


gtagattggc 


t aactttgcc 


gatgaagttt 


t cgacgagta 


cccaaaccac 


t a a a 
14 4 U 


acct t ctact 


t gt ct gt tgc 


cggt gctttg 


aagatt gt ca 


t gactgt t ga 


cccagaaaac 


t c a a 

loUU 


at caaggct g 


t cttggccac 


ccaatt cact 


gactt ct cct 


t gggtaccag 


acacgcccac 


1 CCA 


4- 4- 4- 4- — ^,4.4- 
LLtgCtCCLC 


t gttgggtga 


cggt at ctt c 


accttggacg 


gagaaggttg 


gaagcactcc 


icon 
1 o^U 


agagctatgt 


tgagaccaca 


gttt gctaga 


gaccagattg 


gacacgt t aa 


agccttggaa 


icon 
I00U 


ccacacat cc 


aaat catggc 


t aagcagat c 


aagttgaacc 


agggaaagac 


4-4-4- .-, ~ -, 4- — 4. — 

tttcgatatc 


1 H A A 

1 / 4 U 


caagaattgt 


4. 4. 4. 4. — ~. — 4-4- 

tctttagatt 


taccgtcgac 


accgctactg 


4- 4_ —4_4_ .4. 4_ 

agttcttgtt 


tggtgaatcc 


1800 


gttcactcct 


tgtacgatga 


aaaattgggc 


atcccaactc 


caaacgaaat 


cccaggaaga 


18 60 


gaaaactttg 


ccgctgcttt 


caacgtttcc 


caacactact 


tggccaccag 


aagttactcc 


1920 


cagacttttt 


actttttgac 


caaccctaag 


gaattcagag 


actgtaacgc 


caaggtccac 


1980 


cact tggcca 


agtactttgt 


caacaaggcc 


4_j__,___.4_4_4__ 

ttgaacttta 


ctcctgaaga 


actcgaagag 


O A A A 

204 0 


aaatccaagt 


ccggttacgt 


tttcttgtac 


gaattggtta 


agcaaaccag 


agatccaaag 


O 1 A A 

2100 


gtcttgcaag 


« 4- « — . — . 4- 4- - 4— 4- 

atcaattgtt 


gaacattatg 


gttgccggaa 


gagacaccac 


tgccggtttg 


2160 


4. 4- — 4- a 4- 4- 4— — 

ttgtcctttg 


ctttgtttga 


attggctaga 


cacccagaga 


tgtggtccaa 


gttgagagaa 


2220 


gaaatcgaag 


ttaactttgg 


tgttggtgaa 


gactcccgcg 


ttgaagaaat 


taccttcgaa 


2280 


gccttgaaga 


gatgtgaata 


cttgaaggct 


at ccttaacg 


aaaccttgcg 


tatgtaccca 


O O A A 

Z j4U 


tctgtt cctg 


t caactttag 


aaccgccacc 


agagacacca 


ctttgccaag 


aggtggtggt 


O A A A 

z4 UU 


gctaacggta 


ccgacccaat 


ctacattcct 


aaaggctcca 


ctgttgctta 


cgttgtctac 


2460 


aagacccacc 


gtttggaaga 


atactacggt 


aaggacgcta 


acgacttcag 


accagaaaga 


2520 


tggtttgaac 


catctactaa 


gaagttgggc 


tgggcttatg 


ttccattcaa 


cggtggtcca 


2580 


agagtctgct 


tgggtcaaca 


attcgccttg 


actgaagctt 


cttatgtgat 


cactagattg 


2640 
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gcccagatgt ttgaaactgt ctcatctgat ccaggtctcg aataccctcc accaaagtgt 

attcacttga ccatgagtca caacgatggt gtctttgtca agatgtaaag tagtcgatgc 

tgggtattcg attacatgtg tataggaaga ttttggtttt ttattcgttc ttttttttaa 

tttttgttaa attagtttag agatttcatt aatacataga tgggtgctat ttccgaaact 

ttacttctat cccctgtatc ccttattatc cctctcagtc acatgattgc tgtaattgtc 

gtgcaggaca caaactccct aacggactta aaccataaac aagctcagaa ccataagccg 

acatcactcc ttcttctctc ttctccaacc aatagcatgg acagacccac cctcctatcc 

gaatcgaaga cccttattga ctccataccc acctggaagc ccctcaagcc acacacgtca 

tccagcccac ccatcaccac atccctctac tcgacaacgt ccaaagacgg cgagttctgg 

tgtgcccgga aatcagccat cccggccaca tacaagcagc cgttgattgc gtgcatactc 

ggcgagccca caatgggagc cacgcattcg gaccatgaag caaagtacat tcacgagatc 

acgggtgttt cagtgtcgca gattgagaag ttcgacgatg gatggaagta cgatctcgtt 

gcggattacg acttcggtgg gttgttatct aaacgaagat tctatgagac gcagcatgtg 

tttcggttcg aggattgtgc gtacgtcatg agtgtgcctt ttgatggacc caaggaggaa 

ggttacgtgg ttgggacgta cagatccatt gaaaggttga gctggggtaa agacggggac 

gtggagtgga ccatggcgac gacgtcggat cctggtgggt ttatcccgca atggataact 

cgattgagca tccctggagc aatcgcaaaa gatgtgccta gtgtattaaa ctacatacag 

aaataaaaac gtgtcttgat tcattggttt ggttcttgtt gggttccgag ccaatatttc 

acatcatctc ctaaattctc caagaatccc aacgtagcgt agtccagcac gccctctgag 

atcttattta atatcgactt ctcaaccacc ggtggaatcc cgttcagacc attgttacct 

gtagtgtgtt tgctcttgtt cttgatgaca atgatgtatt tgtcacgata cctgaaataa 

taaaacatcc agtcattgag cttattactc gtgaacttat gaaagaactc attcaagccg 

ttcccaaaaa acccagaatt gaagatcttg ctcaactggt catgcaagta gtagatcgcc 

atgatctgat actttaccaa gctatcctct ccaagttctc ccacgtacgg caagtacggc 
aacgagctct ggaagctttg ttgtttgggg tcata 



<210> 86 

<211> 3948 

<212> DNA 

<213> Candida tropicalis 



<400> 86 
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gacctgtgac 


gcttccggtg 


tcttgccacc 


agtctccaag 


ttgaccgacg 


cccaagtcat 


60 


gtaccacttt 


atttccggtt 


acacttccaa 


gatggctggt 


actgaagaag 


gtgtcacgga 


120 


accacaagct 


actttctccg 


cttgtttcgg 


tcaaccattc 


ttggtgttgc 


acccaatgaa 


180 


gtacgctcaa 


caattgtctg 


acaagatctc 


gcaacacaag 


gctaacgcct 


ggttgttgaa 


240 


caccggttgg 


gttggttctt 


ctgctgctag 


aggtggtaag 


agatgctcat 


tgaagtacac 


300 


cagagccatt 


ttggacgcta 


tccactctgg 


tgaattgtcc 


aaggttgaat 


acgaaacttt 


360 


cccagtcttc 


aacttgaatg 


tcccaacctc 


ctgtccaggt 


gtcccaagtg 


aaatcttgaa 


420 


cccaaccaag 


gcctggaccg 


gaaggtgttg 


actccttcaa 


caaggaaatc 


aagtctttgg 


480 


ctggtaagtt 


tgctgaaaac 


ttcaagacct 


atgctgacca 


agctaccgct 


gaagtgagag 


540 


ctgcaggtcc 


agaagcttaa 


agatatttat 


tcattattta 


gtttgcctat 


ttatttctca 


600 


ttacccatca 


tcattcaaca 


ctatatataa 


agttacttcg 


gatatcattg 


taatcgtgcg 


660 


tgtcgcaatt 


ggatgatttg 


gaactgcgct 


tgaaacggat 


tcatgcacga 


agcggagata 


• 720 


aaagattacg 


taatttatct 


cctgagacaa 


ttttagccgt 


gttcacacgc 


ccttctttgt 


780 


tctgagcgaa 


ggataaataa 


ttagacttcc 


acagctcatt 


ctaatttccg 


tcacgcgaat 


840 


attgaagggg 


ggtacatgtg 


gccgctgaat 


gtgggggcag 


taaacgcagt 


ctctcctctc 


900 


ccaggaatag 


tgcaacggag 


gaaggataac 


ggatagaaag 


cggaatgcga 


ggaaaatttt 


960 


gaacgcgcaa 


gaaaagcaat 


atccgggcta 


ccaggttttg 


agccagggaa 


cacactccta 


1020 


tttctgctca 


atgactgaac 


atagaaaaaa 


caccaagacg 


caatgaaacg 


cacatggaca 


1080 


tttagacctc 


cccacatgtg 


atagtttgtc 


ttaacagaaa 


agtataataa 


gaacccatgc 


1140 


cgtccctttt 


ctttcgccgc 


ttcaactttt 


ttttttttat 


cttacacaca 


tcacgaccat 


1200 


gactgtacac 


gatattatcg 


ccacatactt 


caccaaatgg 


tacgtgatag 


taccactcgc 


1260 


tttgattgct 


tatagagtcc 


tcgactactt 


ctatggcaga 


tacttgatgt 


acaagcttgg 


1320 


tgctaaacca 


tttttccaga 


aacagacaga 


cggctgtttc 


ggattcaaag 


ctccgcttga 


1380 


attgttgaag 


aagaagagcg 


acggtaccct 


catagacttc 


acactccagc 


gtatccacga 


1440 


tctcgatcgt 


cccgatatcc 


caactttcac 


attcccggtc 


ttttccatca 


accttgtcaa 


1500 


tacccttgag 


ccggagaaca 


tcaaggccat 


cttggccact 


cagttcaacg 


atttctcctt 


1560 


gggtaccaga 


cactcgcact 


ttgctccttt 


gttgggtgat 


ggtatcttta 


cgttggatgg 


1620 


cgccggctgg 


aagcacagca 


gatctatgtt 


gagaccacag 


tttgccagag 


aacagatttc 


1680 


ccacgtcaag 


ttgttggagc 


cacacgttca 


ggtgttcttc 


aaacacgtca 


gaaaggcaca 


1740 





gggcaagact 


+- 4— /"w — \ — \ 

Lt LgdCdlCC 


aggadLLgtL 


^ 4— ^ or t\ 4* 4* or 

LLLcagaurg 


a c eg t. eg a en. 


ccgccaccga 


t o n n 




gtttttgtut 


ggt gaat ccg 


+- s*r or 4— ot o* 4* 4— 

l t gag lccll 


gagagatgaa 


tct ateggea 


tgtccat caa 


1 Q CC\ 

lo bU 




tgcgcttgac 


ttt gaeggea 


aggct ggctt 


tgetgatget 


4-4-4 . — „ 4- 4- 4- 

tttaactatt 


cgcagaatta 


i yzu 




tttggctt eg 


agageggt ta 


tgcaacaatt 


gtactgggtg 


ttgaacggga 


aaaagtttaa 


lyyu 




or or ^ of 4~ /-v o* --\ --\ o* 


Of O* 4- *3 *i *5 Of 4* O^ 

gcuaaagugc 


acaaguLtgc 


t gact act ac 


gt caacaagg 


ctttggactt 


on a n 




Of --\ o* /y /-i /-> +» 

ydCyCCLyaa 


caattggaaa 


agcaggatgg 


4- 4- 4- 4- _4_ 4- 4- 

ttiangugt u l 


t tgt acgaat 


tggtcaagca 


21UU 




aaCCa.gd.yaC 


aagcaagt gt 


tgagagacca 


attgttgaac 


at cat ggttg 


ctggtagaga 


2 1 oU 




caeca ccgcc 


_. _,4_ 4- 4- ~ 4- 4- ~ 4- 

ggrr ug l tgr 


cgtt Lgtt: 1 1 


4- 4- 4- _ _ 4- 

ctttgaattg 


gccagaaacc 


cagaagttac 


2220 




caacaagtt g- 


agagaagaaa 


ttgaggacaa 


gtt t ggactc 


ggtgagaatg 


ctagtgttga 


o o a a 

2280 




agacattt cc 


t t t gagt cgt 


tgaagt cctg 


tgaatacttg 


aaggctgttc 


tcaacgaaac 


2340 


if* 


cttgagatt g 


t acccat ccg 


tgccacagaa 


4-4-4- — — ~, — »4_ 4- 

tttcagagtt 


gccaccaaga 


acactaccct 


24 00 


Sj 


cccaagaggt 


ggtggtaagg 


aegggt tgtc 


4- _, 4- _»4_ 4_ 4- 4_ — , 

tcctgttttg 


gtgagaaagg 


gtcagaccgt 


O A f A 

24 60 


ill 

a 




gt ct aegcag 


cccacagaaa 


cccagctgtt 


t aeggtaagg 


aegctcttga 


2o2U 


a 


gu txagacca 


gaga gat ggt 


ttgagecaga 


gacaaagaag 


cttggctggg 


ccttcctccc 


O C O f\ 

2oo0 


! ;" ! 


att caaeggt 


ggt ccaagaa 


t ctgtttggg 


acagcagttt 


gecttgacag 


aagcttcgta 


2640 




ugLcactgL c 


aggt tget cc 


aggagt tt gc 


acacttgtct 


atggacccag 


acaccgaata 


2700 


iii 

Ml 


tccacctaag 


aaaatgt cgc 


attt gaccat 


4_ _-___4_4_4_4_ _ 

gtegctttte 


gaeggtgeca 


atattgagat 


27 60 




gtatt agagg 


gt cat gt gtt 


attttgattg 


4_4_4- ___4_4_4__4_ 

tttagtttgt 


aattactgat 


taggttaatt 


2820 




cat gga t t gt 


4 .4-4-4 , J- 4_ _ 

tatttat tga 


taggggtttg 


cgcgtgttgc 


attcacttgg 


gat cgttcca 


2880 




ggt tgatgtt 


t cct t ccat c 


ctgt cgagtc 


aaaaggagtt 


4— j_ 4_ 4—4—1— l_ 

ttgttttgta 


actccggacg 


294 0 




-t-U-j— 4- 4- 4- 4- _ _ _ 

atgttttaaa 


tagaaggtcg 


atct ccatgt 


gattgttttg 


actgttactg 


tgattatgta 


3000 




atetgeggae 


gt t at acaag 


catgtgattg 


tggttttgca 


— _ -~ 4-4-4-4- _ . 

gecttttgea 


cgacaaatga 


•"5 A /"" A 

3060 




t cgtcagacg 


attaegtaat 


A 4_ 4_ 4- ._4_ 4- n a, ~. 

ctttgttaga 


ggggtaaaaa 


aaaacaaaat 


ggcagecaga 


3120 




atttcaaaca 


ttctgeaaac 


aatgcaaaaa 


atgggaaact 


ccaacagaca 


aaaaaaaaaa 


3180 




ctccgcagca 


ctccgaaccc 


acagaacaat 


ggggcgccag 


aattattgac 


tattgtgact 


3240 




tttttacget 


aacgetcatt 


gcagtgtagt 


gegtcttaca 


eggggtattg 


ctttctacaa 


3300 




tgeaagggea 


cagttgaagg 


tttgeaccta 


acgttgcccc 


gtgtcaactc 


aatttgacga 


3360 




gtaacttcct 


aagctcgaat 


tatgeagetc 


gtgegtcaac 


ctatgtgcag 


gaaagaaaaa 


3420 





atccaaaaaa 


atcgaaaatg 


cgactttcga 


ttttgaataa 


accaaaaaga 


aaaatgtcgc 


3480 




acttttttct 


cgctctcgct 


ctctcgaccc 


aaatcacaac 


aaatcctcgc 


gcgcagtatt 


3540 




tcgacgaaac 


cacaacaaat 


aaaaaaaaca 


aattctacac 


cacttctttt 


tcttcaccag 


3600 




tcaacaaaaa 


acaacaaatt 


atacaccatt 


tcaacgattt 


ttgctcttat 


aaatgctata 


3660 




taatggttta 


attcaactca 


ggtatgttta 


ttttactgtt 


ttcagctcaa 


gtatgttcaa 


3720 




atactaacta 


cttttgatgt 


ttgtcgcttt 


tctagaatca 


aaacaacgcc 


cacaacacgc 


3780 




cgagcttgtc 


gaatagacgg 


tttgtttact 


cattagatgg 


tcccagatta 


cttttcaagc 


3840 




caaagtctct 


cgagttttgt 


ttgctgtttc 


cccaattcct 


aactatgaag 


ggtttttata 


3900 




aggtccaaag 


accccaaggc 


atagtttttt 


tggttccttc 


ttgtcgtg 
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<400> 87 
gctcaacaat 


tgtctgacaa 


gatctcgcaa 


cacaaggcta 


acgcctggtt 


gttgaacact 


60 




ggttgggttg 


gttcttctgc 


tgctagaggt 


ggtaagagat 


gttcattgaa 


gtacaccaga 


120 


:; 

S :': 
1 ~c 


gccattttgg 


acgctatcca 


ctctggtgaa 


ttgtccaagg 


ttgaatacga 


gactttccca 


180 


1* 


gtcttcaact 


tgaatgtccc 


aacctcctgc 


ccaggtgtcc 


caagtgaaat 


cttgaaccca 


240 


111 
Q 


accaaggcct 


ggaccgaagg 


tgttgactcc 


ttcaacaagg 


aaatcaagtc 


tttggctggt 


300 


Mi; 


aagtttgctg 


aaaacttcaa 


gacctatgct 


gaccaagcta 


ccgctgaagt 


tagagctgca 


360 




ggtccagaag 


cttaaagata 


tttattcact 


atttagtttg 


cctatttatt 


tctcatcacc 


420 




catcatcatt 


caacaatata 


tataaagtta 


tttcggaact 


catatatcat 


tgtaatcgtg 


480 




cgtgttgcaa 


ttgggtaatt 


tgaaactgta 


gttggaacgg 


attcatgcac 


gatgcggaga 


540 




taacacgaga 


ttatctccta 


agacaatttt 


ggcctcattc 


acacgccctt 


cttctgagct 


600 




aaggataaat 


aattagactt 


cacaagttca 


ttaaaatatc 


cgtcacgcga 


aaactgcaac 


660 




aataaggaag 


gggggggtag 


acgtagccga 


tgaatgtggg 


gtgccagtaa 


acgcagtctc 


720 




tctctccccc 


cccccccccc 


ccccctcagg 


aatagtacaa 


cgggggaagg 


ataacggata 


780 




gcaagtggaa 


tgcgaggaaa 


attttgaatg 


cgcaaggaaa 


gcaatatccg 


ggctatcagg 


840 




ttttgagcca 


ggggacacac 


tcctcttctg 


cacaaaaact 


taacgtagac 


aaaaaaaaaa 


900 




aactccacca 


agacacaatg 


aatcgcacat 


ggacatttag 


acctccccac 


atgtgaaagc 


960 



ttctctggcg 


aaagcaaaaa 


aagtataata 


aggacccatg 


ccttccctct 


tcctgggccg 


1020 


tttcaacttt 


ttctttttct 


ttgtctatea 


acacacacac 


acctcacgac 


catgactgca 


1080 


caggatatta 


tcgccacata 


catcaccaaa 


tggtacgtga 


tagtaccact 


cgctttgatt 


s 1140 


gcttataggg 


tcctcgacta 


cttttacggc 


agatacttga 


tgtacaagct 


tggtgctaaa 


1200 


ccgtttttcc 


agaaacaaac 


agacggttat 


ttcggattca 


aagctccact 


tgaattgtta 


1260 


aaaaagaaga 


gtgacggtac 


cctcatagac 


ttcactctcg 


agcgtatcca 


agcgctcaat 


1320 


cgtccagata 


tcccaacttt 


tacattccca 


atcttttcca 


tcaaccttat 


cagcaccctt 


1380 


gagccggaga 


acatcaaggc 


tatcttggcc 


acccagttca 


acgatttctc 


cttgggcacc 


1440 


agacactcgc 


actttgctcc 


tttgttgggc 


gatggtatct 


ttaccttgga 


cggtgccggc 


1500 


tggaagcaca 


gcagatctat 


gttgagacca 


cagtttgcca 


gagaacagat 


ttcccacgtc 


1560 


aagttgttgg 


agccacacat 


gcaggtgttc 


ttcaagcacg 


tcagaaaggc 


acagggcaag 


1620 


acttttgaca 


tccaagaatt 


gtttttcaga 


ttgaccgtcg 


actccgccac 


tgagtttttg 


1680 


tttggtgaat 


ccgttgagtc 


cttgagagat 


gaatctattg 


ggatgtccat 


caatgcactt 


1740 


gactttgacg 


gcaaggctgg 


ctttgctgat 


gcttttaact 


actcgcagaa 


ctatttggct 


1800 


tcgagagcgg 


ttatgcaaca 


attgtactgg 


gtgttgaacg 


ggaaaaagtt 


taaggagtgc 


1860 


aacgctaaag 


tgcacaagtt 


tgctgactat 


tacgtcagca 


aggctttgga 


cttgacacct 


1920 


gaacaattgg 


aaaagcagga 


tggttatgtg 


ttcttgtacg 


agttggtcaa 


gcaaaccaga 


1980 


gacaggcaag 


tgttgagaga 


ccagttgttg 


aacatcatgg 


ttgccggtag 


agacaccacc 


2040 


gccggtttgt 


tgtcgtttgt 


tttctttgaa 


ttggccagaa 


acccagaggt 


gaccaacaag 


2100 


ttgagagaag 


aaatcgagga 


caagtttggt 


cttggtgaga 


atgctcgtgt 


tgaagacatt 


2160 


tcctttgagt 


cgttgaagtc 


atgtgaatac 


ttgaaggctg 


ttctcaacga 


aactttgaga 


2220 


ttgtacccat 


ccgtgccaca 


gaatttcaga 


gttgccacca 


aaaacactac 


ccttccaagg 


2280 


ggaggtggta 


aggacgggtt 


atctcctgtt 


ttggtcagaa 


agggtcaaac 


cgttatgtac 


2340 


ggtgtctacg 


ctgcccacag 


aaacccagct 


gtctacggta 


aggacgccct 


tgagtttaga 


2400 


ccagagaggt 


ggtttgagcc 


agagacaaag 


aagcttggct 


gggccttcct 


tccattcaac 


2460 


ggtggtccaa 


gaatttgctt 


gggacagcag 


tttgccttga 


cagaagcttc 


gtatgtcact 


2520 


gtcagattgc 


tccaagagtt 


tggacacttg 


tctatggacc 


ccaacaccga 


atatccacct 


2580 


aggaaaatgt 


cgcatttgac 


catgtccctt 


ttcgacggtg 


ccaacattga 


gatgtattag 


2640 


aggatcatgt 


gttatttttg 


attggtttag 


tctgtttgta 


gctattgatt 


aggttaattc 


2700 
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m 



a 



I** 

a -sf 



acggattgtt 


atttattgat 


agggggtgcg 


tgtgtgtgtg 


tgtgttgcat 


tcacatggga 


2 / foO 


tcgttccagg 


ttgttgtttc 


cttccatcct 


gttgagtcaa 


aaggagtttt 


gt tttgt aac 


z oZU 


tccggacgat 


gtcttagata 


gaaggtcgat 


ctccatgtga 


u ugt ttgac l 


gctact ctga 


OQon 
zooU 


ttatgtaatc 


tgtaaagcct 


agacgttatg 


caagcatgtg 


attgtggttt 


ttgcaacctg 


O A / A 

294 0 


tttgcacgac 


aaatgatcga 


cagtcgatta 


cgtaatccat 


attatttaga 


ggggtaataa 


a a a 

3000 


aaaataaatg 


gcagccagaa 


tttcaaacat 


tttgcaaaca 


atgcaaaaga 


tgagaaactc 


3060 


caacagaaaa 


aataaaaaaa 


ctccgcagca 


ctccgaacca 


acaaaacaat 


ggggggcgcc 


O 1 O A 

3120 


agaattattg 


actattgtga 


_ 

ctttttttta 


.1_J_.1_.1_J_.1_ 

ttttttccgt 


taactttcat 


tgcagtgaag 


31o0 


tgtgttacac 


ggggtggtga 


tggtgttggt 


ttctacaatg 


caagggcaca 


gttgaaggtt 


"3 O /I A 

324 0 


tccacataac 


gttgcaccat 


atcaactcaa 


tttatcctca 


ttcatgtgat 


aaaagaagag 


3300 


ccaaaaggta 


attggcagac 


cccccaaggg 


gaacacggag 


tagaaagcaa 


tggaaacacg 


3360 


cccatgacag 


tgccatttag 


cccacaacac 


atctagtatt 


cttttttttt 


tttgtgcgca 


3420 


ggtgcacacc 


tggactttag 


ttattgcccc 


ataaagttaa 


caatctcacc 


tttggctctc 


o a o a 

34 oO 


ccagtgtctc 


cgcctccaga 


tgctcgtttt 


acaccctcga 


gctaacgaca 


acacaacacc 


3540 


catgagggga 


atgggcaaag 


ttaaacactt 


ttggtttcaa 


tgattcctat 


ttgctactct 


3600 


cttgttttgt 


gttttgattt 


gcaccatgtg 


aaataaacga 


caattatata 


taccttttcg 


3660 


tctgtcctcc 


aatgtctctt 


tttgctgcca 


ttttgctttt 


tgctttttgc 


ttttgcactc 


3720 


tctcccactc 


ccacaatcag 


tgcagcaaca 


cacaa 
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gacatcataa 


tgacccggtt 


atttcgccct 


caggttgctt 


atttgagccg 


taaagtgcag 


60 


tagaaacttt 


gccttgggtt 


caaactctag 


tataatggtg 


ataactggtt 


gcactcttgc 


120 


cataggcatg 


aaaataggcc 


gttatagtac 


tatatttaat 


aagcgtagga 


gtataggatg 


180 


catatgaccg 


gtttttctat 


atttttaaga 


taatctctag 


taaattttgt 


attctcagta 


240 


ggatttcatc 


aaatttcgca 


accaattctg 


gcgaaaaaat 


gattctttta 


cgtcaaaagc 


300 


tgaatagtgc 


agtttaaagc 


acctaaaatc 


acatatacag 


cctctagata 


cgacagagaa 


360 


gctctttatg 


atctgaagaa 


gcattagaat 


agctactatg 


agccactatt 


ggtgtatata 


420 



40 



ttagggattg 


gtgcaattaa 


gtacgtacta 


ataaacagaa 


gaaaatactt 


aaccaatttc 


4 o U 


tggtgtatac 


j_ x_ _ x» x_ _ 

ttagtggtga 


gggacctttt 


ctgaacattc 


gggt caaact 


4-4-4-4-4-4-4-^rs>r-. 

tttttttgga 


0 4 U 


gtgcgacat'Cv 


^ _ ' x>. x> x. i_ X. ___ X. 

..gatttttcgt 


ttgtgtaata 


at agtgaacc 


4-4-4- nl- s~* 4- — i 4- 

tttgrgtaat 


aaat ctt cat 


OUU 


gcaagacttg 


cataattcga 


gcttgggagt 


tcacgccaat 


4- 4. « — — — 4- — _4- 

ttgacctcgt 


4- — > 4- 4— _ a 4- a 

tcatgtgata 


DOU 


aaagaaaagc 


caaaaggtaa 


ttagcagacg 


caatgggaac 


atggagtgga 


aagcaatgga 


720 


agcacgccca 


ggacggagta 


atttagtcca 


cactacatct 


gggggttttt 


X_ X. X. X. X. X. — J _ J . 

tttttgtgcg 


780 


caagtacaca 


cctggacttt 


agtttttgcc 


ccataaagtt 


aacaatctaa 


____.l_4_.l_ ___4_ _ 

cctttggctc 


o /i a 
8 4 U 


tccaactctc 


tccgccccca 


aatattcgtt 


4-4-4- _ 4_ 

tt tacaccct 


caagctagcg 


acagcacaac 


y uu 


acccattaga 'ggaatggggc 


aaagttaaac 


acttttggct 


tcaatgattc 


ctatt cgct a 


y bu 


ctacattctt 


ctcttgtttt 


gtgctttgaa 


ttgcaccatg 


tgaaataaac 


gacaatt ata 


i a o a 
1UZU 


tatacctttt 


catccctcct 


cctatatctc 


X- X. X- X* X> — X. — — 

tttttgctac 


_ 4- 4_ 4. 4- _4- 4- 4- 4. 

attttgtttt 


J_4_ _ _ _4_ 4_ 4- A_ 

ttacgtttct 


1080 


tgcttttgca 


ctctcccact 


cccacaaaga 


aaaaaaaact 


acactatgtc 


gtcttctcca 


1140 


tcgtttgccc 


aagaggttct 


cgctaccact 


agtccttaca 


A_ . J_ _ _ J_ J_ 

tcgagtactt 


tcttgacaac 


1200 


tacaccagat 


ggtactactt 


catacctttg 


i _ X. X. X- X x> 

gtgcttcttt 


cgttgaactt 


4- 4- _. — ~4- 4- 4- ~ 

tataagtttg 


i n /- a 


ctccacacaa 


ggtacttgga 


acgcaggttc 


cacgccaagc 


cactcggtaa 


ctttgtcagg 


i o o a 


gaccctacgt 


ttggtatcgc 


tactccgttg 


_ X- X. X. X_ — ^ _ X- — X. 

cttttgatct 


acttgaagtc 


gaaaggtacg 


T O O A 

1380 


gtcatgaagt 


ttgcttgggg 


cctctggaac 


aacaagtaca 


tcgtcagaga 


cccaaagtac 


1440 


aagacaactg 


ggctcaggat 


tgttggcctc 


ccattgattg 


aaaccatgga 


cccagagaac 


1500 


atcaaggctg 


ttttggctac 


tcagttcaat 


gatttctctt 


tgggaaccag 


acacgatttc 


1560 


ttgtactcct 


tgttgggtga 


_ . _ J_ _^ X. X. X. X_ 

cggtattttc 


accttggacg 


gtgctggctg 


gaaacatagt 


1 d2U 


agaactatgt 


tgagaccaca 


gtttgctaga 


gaacaggttt 


ctcacgtcaa 


.•.4-4- a- 4- 4- — _ 

gttgttggag 


I DO(J 


ccacacgttc 


aggtgttctt 


caagcacgtt 


agaaagcacc 


gcggtcaaac 


gttcgacatc 


i t /i a 
1 / 4 U 


caagaattgt 


tcttcaggtt 


gaccgtcgac 


tccgccaccg 


i i i X. - - J— J— 

agttcttgtt 


x_ ____ x. _■ __ X- _*_■_ X. 

tggtgagtct 


1 O A A 

1800 


gctgaatcct 


tgagggacga 


atctattgga 


ttgaccccaa 


ccaccaagga 


tttcgatggc 


i o r a 

I8 60 


agaagagatt 


tcgctgacgc 


tttcaactat 


tcgcagactt 


accaggccta 


cagatttttg 


1920 


ttgcaacaaa 


tgtactggat 


cttgaatggc 


tcggaattca 


gaaagtcgat 


tgctgtcgtg 


1980 


cacaagtttg 


ctgaccacta 


tgtgcaaaag 


gctttggagt 


tgaccgacga 


tgacttgcag 


2040 


aaacaagacg 


gctatgtgtt 


cttgtacgag 


ttggctaagc 


aaaccagaga 


cccaaaggtc 


2100 



m 
© 
o 

at 

if 

3 

in 
O 



ttgagagacc 


agttattgaa 


cattttggtt 


gccggtagag 


acacgaccgc 


cggtttgttg 


2160 


tcatttgttt 


tctacgagtt 


gtcaagaaac 


cctgaggtgt 


ttgctaagtt 


gagagaggag 


2220 


gtggaaaaca 


gatttggact 


cggtgaagaa 


gctcgtgttg 


aagagatctc 


gtttgagtcc 


2280 


ttgaagtctt 


gtgagtactt 


gaaggctgtc 


atcaatgaaa 


ccttgagatt 


gtacccatcg 


2340 


gttccacaca 


actttagagt 


tgctaccaga 


aacactaccc 


tcccaagagg 


tggtggtgaa 


2400 


gatggatact 


cgccaattgt 


cgtcaagaag 


ggtcaagttg 


tcatgtacac 


tgttattgct 


2460 


acccacagag 


acccaagtat 


ctacggtgcc 


gacgctgacg 


tcttcagacc 


agaaagatgg 


2520 


tttgaaccag 


aaactagaaa 


gttgggctgg 


gcatacgttc 


cattcaatgg 


tggtccaaga 


2580 


atctgtttgg ; ,.gtcaacagtt 


tgccttgacc 


gaagcttcat 


acgtcactgt 


cagattgctc 


2640 


caggagtttg 


cacacttgtc 


tatggaccca 


gacaccgaat 


atccaccaaa 


attgcagaac 


2700 


accttgacct 


tgtcgctctt 


tgatggtgct 


gatgttagaa 


tgtactaagg 


ttgcttttcc 


2760 


ttgctaattt 


tcttctgtat 


agcttgtgta 


tttaaattga 


atcggcaatt 


gatttttctg 


2820 


ataccaataa 


ccgtagtgcg 


atttgaccaa 


aaccgttcaa 


actttttgtt 


ctctcgttga 


2880 


cgtgctcgct 


catcagcact 


gtttgaagac 


gaaagagaaa 


attttttgta 


aacaacactg 


2940 


tccaaattta 


cccaacgtga 


accattatgc 


aaatgagcgg 


ccctttcaac 


tggtcgctgg 


3000 


aagcattcgg 


ggatatctac 


aacgccctta 


agtttgaaac 


agacattgat 


ttagacacca 


3060 


tagatttcag 


cggcatcaag 


aatgaccttg 


cccacatttt 


gacgacccca 


acaccactgg 


3120 


aagaatcacg 


ccagaaacta 


ggcgatggat 


ccaagcctgt 


gaccttgccc 


aatggagacg 


3180 


aagtggagtt 


gaaccaagcg 


ttcctagaag 


ttaccacatt 


attgtcgaat 


gagtttgact 


3240 


tggaccaatt 


gaacgcggca 


gagttgttat 


actacgctgg 


cgacatatcc 


tacaagaagg 


3300 


gcacatcaat 


cgcagacagt 


gccagattgt 


cttattattt 


gagagcaaac 


tacatcttga 


3360 


acatacttgg 


gtatttgatt 


tcgaagcagc 


gattggattt 


gatagtcacg 


gacaacgacg 


3420 


cgttgtttga 


tagtattttg 


aaaagttttg 


aaaagatcta 


caagttgata 


agcgtgttga 


3480 


acgatatgat 


tgacaagcaa 


aaggtgacaa 


gcgacatcaa 


cagtctagca 


ttcatcaatt 


3540 


gcatcaacta 


ctcgagaggt 


caactattct 


ccgcacacga 


acttttggga 


ctggttttgt 


3600 


ttggattggt 


cgacatctat 


ttcaaccagt 


ttggcacatt 


agacaactac 


aagaaggtat 


3660 


tggcattgat 


actgaagaac 


atcagcgatg 


aagacatctt 


gatcatacac 


ttcctcccat 


3720 


cgacactaca 


attgtttaag 


ctggtgttgg 


acaagaaaga 


cgacgctgca 


gttgaacagt 


3780 


tctacaagta 


catcacttca 


acagtgtcac 


gagactacaa 


ctccaacatc 


ggctccacag 


3840 
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cctgcagaat 


tcgcggccgc 


gtcgacagag 


tagcagttat 


gcaagcatgt 


gattgtggtt 


60 


tttgcaacct 


gtttgcacga 


caaatgatcg 


acagtcgatt 


acgtaatcca 


tattatttag 


120 


aggggtaata 


aaaaataaat 


ggcagccaga 


atttcaaaca 


ttttgcaaac 


aatgcaaaag 


180 


atgagaaactv. 


.ccaacagaaa 


aaataaaaaa 


actccgcagc 


actccgaacc 


aacaaaacaa 


240 


tggggggcgc 


cagaattatt 


gactattgtg 


actttttttt 


attttttccg 


ttaactttca 


300 


ttgcagtgaa 


gtgtgttaca 


cggggtggtg 


atggtgttgg 


tttctacaat 


gcaagggcac 


360 


agttgaaggt 


ttccacataa 


cgttgcacca 


tatcaactca 


atttatcctc 


attcatgtga 


420 


taaaagaaga 


gccaaaaggt 


aattggcaga 


ccccccaagg 


ggaacacgga 


gtagaaagca 


480 


atggaaacac 


gcccatgaca 


gtgccattta 


gcccacaaca 


catctagtat 


tctttttttt 


540 


ttttgtgcgc 


aggtgcacac 


ctggacttta 


gttattgccc 


cataaagtta 


acaatctcac 


600 


ctttggctct 


cccagtgtct 


ccgcctccag 


atgctcgttt 


tacaccctcg 


agctaacgac 


660 


aacacaacac 


ccatgagggg 


aatgggcaaa 


gttaaacact 


tttggtttca 


atgattccta 


720 


tttgctactc 


tcttgttttg 


tgttttgatt 


tgcaccatgt 


gaaataaacg 


acaattatat 


780 


ataccttttc 


gtctgtcctc 


caatgtctct 


ttttgctgcc 


attttgcttt 


ttgctttttg 


840 


cttttgcact 


ctctcccact 


cccacaatca 


gtgcagcaac 


acacaaagaa 


gaaaaataaa 


900 


aaaacctaca 


ctatgtcgtc 


ttctccatcg 


tttgctcagg 


aggttctcgc 


taccactagt 


960 


ccttacatcg 


agtactttct 


tgacaactac 


accagatggt 


actacttcat 


ccctttggtg 


1020 


cttctttcgt 


tgaacttcat 


cagcttgctc 


cacacaaagt 


acttggaacg 


caggttccac 


1080 


gccaagccgc 


tcggtaacgt 


cgtgttggat 


cctacgtttg 


gtatcgctac 


tccgttgatc 


1140 


ttgatctact 


taaagtcgaa 


aggtacagtc 


atgaagtttg 


cctggagctt 


ctggaacaac 


1200 


aagtacattg 


tcaaagaccc 
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atgccaatca 


tgtggggatt 


cattgtttgc 


ccatggtggt 


gcatgcaaaa 


tccccccaac 


2940 


ill 


tacccaatct 


cacatgaaac 


tcaagcacac 


tagaaaaaaa 


agatgttgcg 


tgggttcttt 


3000 


w 

3 , : ; 
j»; 
; 


tgatgttggg 


gaaaactttc 


gtttcctttc 


tcagtaatta 


aacgttctca 


ctcagacaaa 


3060 




ccacctgggc 


tgcagacaac 


cagaaaaaac 


aaaatccaga 


tagaagaaga 


aagggctgga 


3120 




caaccataaa 


taaacaacct 


agggtccact 


ccatctttca 


cttcttcttc 


ttcagactta 


3180 




tctaacaaac 


gactcacttc 


accatggatt 


acgcaggtat 


cacgcgtggg 


tccatcagag 


3240 




gcgaagcctt 


gaagaaactc 


gccgagttga 


ccatccagaa 


ccagccatcc 


agcttgaaag 


3300 




aaatcaacac 


cggcatccag 


aaggacgact 


ttgccaagtt 


gttgtcttcc 


accccgaaaa 


3360 




tccacaccaa 


gcacaagttg 


aatggcaacc 


acgaattgtc 


cgaagtcgcc 


attgccaaaa 


3420 




aggagtacga 


ggtgttgatt 


gccttgagcg 


acgccacgaa 


agaaccaatc 


aaagtcacct 


3480 




cccagatcaa 


gatcttgatt 


gacaagttca 


aggtgtactt 


gtttgagttg 


cccgaccaga 


3540 




agttctccta 


ctccatcgtg 


tccaactccg 


ttaacattgc 


cccctggacc 


ttgctcggtg 


3600 




agaagttgac 


cacgggcttg 


atcaacttgg 


cgttccagaa 


caacaagcag 


cacttggacg 


3660 




aagtcatcga 


catcttcaac 


gagttcatcg 


acaagttctt 


tggcaacaca 


gagccgcaat 


3720 





tgaccaactt 


cttgaccttg 


tccggtgtgt 


tggacgggtt 


gattgaccat 


gccaacttct 


3780 




tgagcgtgtc 


ctccaggacc 


ttcaagatct 


tcttgaactt 


ggactcgttt 


gtggacaact 


3840 




eggacttctt- 


•gaacgacgtg 


gagaactact 


ccgacttttt 


gtacgacgag 


ccgaacgagt 


3900 




accagaactt 












3910 
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<400> 92 
gaattctttg 


gatctaattc 


cagctgatct 


tgetaatect 


tatcaaegta 


gttgtgatca 


60 


Q 

•eke. 


ttgtttgtct 


gaattataca 


caccagtgga 


agaatatggt 


etaatttgea 


cgtcccactg 


120 


gcattgtgtg 


tttgtggggg 


ggggggggtg 


cacacatttt 


tagtgecatt 


ctttgttgat 


180 


i 


tacccctccc 


ccctatcatt 


cattcccaca 


ggattagttt 


tttcctcact 


ggaattcget 


240 




gtccacctgt 


caaccccccc 


cccccccccc 


cccactgccc 


taccctgccc 


tgccctgcac 


300 


g'SS* 


gtcctgtgtt 


ttgtgctgtg 


tctttcccac 


gctataaaag 


ccctggcgtc 


eggecaaggt 


360 


! : ; 


ttttccaccc 


agecaaaaaa 


acagtctaaa 


aaatttggtt 


gatccttttt 


ggttgcaagg 


420 


: 

J Si* - 

I ; 


ttttccacca 


ccacttccac 


cacctcaact 


attcgaacaa 


aagatgeteg 


atcagatctt 


480 


Ill 


acattactgg 


tacattgtct 


tgccattgtt 


ggecattate 


aaccagatcg 


tggctcatgt 


540 


N* 


caggaccaat 


tatttgatga 


agaaattggg 


tgetaageca 


ttcacacacg 


tccaacgtga 


600 




cgggtggttg 


ggcttcaaat 


tcggccgtga 


attcctcaaa 


gcaaaaagtg 


ctgggagact 


660 




ggttgattta 


atcatctccc 


gtttccacga 


taatgaggac 


actttctcca 


getatgettt 


720 




tggcaaccat 


gtggtgttca 


ccagggaccc 


cgagaatatc 


aaggcgcttt 


tggcaaccca 


780 




gtttggtgat 


ttttcattgg 


gcagcagggt 


caagttcttc 


aaaccattat 


tggggtaegg 


840 




tatcttcaca 


ttggacgccg 


aaggctggaa 


gcacagcaga 


gccatgttga 


gaccacagtt 


900 




tgccagagaa 


caagttgetc 


atgtgacgtc 


gttggaacca 


cacttccagt 


tgttgaagaa 


960 




gcatatcctt 


aaacacaagg 


gtgagtactt 


tgatatccag 


gaattgttct 


ttagatttac 


1020 




tgtcgactcg 


gecaeggagt 


tcttatttgg 


tgagtccgtg 


cactccttaa 


aggacgagga 


1080 




aattggctac 


gacacgaaag 


acatgtctga 


agaaagaege 


agatttgecg 


acgcgttcaa 


1140 




caagtegcaa 


gtctacgtgg 


ccaccagagt 


tgctttacag 


aacttgtact 


ggttggtcaa 


1200 




caacaaagag 


ttcaaggagt 


gcaatgacat 


tgtccacaag 


tttaccaact 


actatgttca 


1260 
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gaaagccttg 


gatgctaccc 


cagaggaact 


tgaaaagcaa 


ggcgggtatg 


tgt rcrtigra 


1 Ton 


tgagcttgtc 


aagcagacga 


gagaccccaa 


ggt gttgcgt 


gaccagt ct t 


rgaacarcrr 


IjoU 


gttggcagga- 1 agagacacca 


ctgctgggtt 


X. X- —.x. _, _ X. 4_j_ 

gttgtccttt 


gctgtgtttg 


agttggccag 


i a a n 
1 4 4 U 


aaacccacac 


atctgggcca 


agttgagaga 


ggaaattgaa 


cagcagtttg 


gtcttggaga 


1 C A A 

1500 


agactctcgt 


gttgaagaga 


ttacctttga 


gagcttgaag 


agatgtgagt 


acttgaaggc 


1560 


cgtgttgaac 


gaaactttga 


gattacaccc 


aagtgtccca 


agaaaegcaa 


gatttgegat 


lOZU 


taaagacacg 


actttaccaa 


gaggcggtgg 


ccccaacggc 


aaggatccta 


tcttgatcag 


1680 


gaaggatgag 


gtggtgcagt 


act ccat etc 


ggcaactcag 


acaaat cctg 


ctt att at gg 


1 /4U 


cgccgatgct-gctgatttta 


gaeeggaaag 


atggtttgaa 


ccatcaacta 


gaaacttggg 


-| Q A A 

lo UU 


atgggctttc 


ttgccattca 


acggtggtcc 


aagaatctgt 


ttgggacaac 


„j_j_j_ i i i 

agtttgcttt 


"1 O f A 

18 60 


gactgaagcc 


ggttacgttt 


tggttagact 


tgttcaggag 


tttccaaact 


tgtcacaaga 


T A O A 

1920 


ccccgaaacc 


aagtacccac 


cacctagatt 


ggcacacttg 


acgatgtgct 


tgtttgacgg 


T A O A 

1980 


tgcacacgtc 


aagatgtcat 


aggtttcccc 


atacaagtag 


ttcagtaatt 


atacactgtt 


O A /I A 

zU4 0 


tttactttct 


cttcatacca 


aat ggacaaa 


agtttt aagc 


atgect aaca 


aegtgacegg 


Z ±UU 


acaattgtgt 


cgcactagta 


tgtaacaat t 


gtaaaaatag 


tgtacactaa 


tttgtggtgg 


z 1 oU 


ccggagataa 


attacagttt 


lilt l_ X- 

ggttttgtgt 


aaactcgegg 


atatctctgg 


X- X- X- l_ X- 

cagtttctct 


A A A A 

2220 


tctccgcagc 


agctttgcca 


egggtttget 


ctggggccaa 


.caaattcaaa 


agggggagaa 


A O O A 

2280 


acttaacacc 


ccttatctct 


ccactctagg 


ttgtagctct 


tgtggggatg 


caattgtcgt 


2340 


acgtttttta 


tgttttgtct 


agactttgat 


gattacgttg 


gatttcttat 


gtctgaggcg 


2400 


tgcttgaaag 


aagtgtcaaa 


atgtgacagg 


egaegctatt 


cgacatgaac 


gcgaaagggt 


24 60 


tatttgcatc 


aatacgaggg 


gctgactcta 


gtctaggatg 


gcagtcctag 


gttgeaaaca 


O C A A 

2520 


tgttgcacca 


tatccctcct 


ggagttggtc 


gacctcgcct 


acgccaccct 


cagegategg 


A H O A 

2580 


cactttccgt 


tgttcaatat 


ttctccttcc 


cattgttcca 


ggggttatca 


acaacgttgc 


2 640 


cggcctcctc 


cccaaattac 


aagaaaaata 


aattgtcgca 


cggcaccgat 


ctgtcaaaga 


O 1 A A 

z /U0 


tacagataaa 


ccttaaatct 


gcaaaaacaa 


gacccctccc 


catagectag 


aagcaccagc 


2760 


aagatgatgg 


agcaactcct 


ccagtactgg 


tacatcgcac 


tctctgtatg 


gttcatcctt 


2820 


cgctacttgg 


cttcccacgc 


acgagccgtc 


tacttgcgcc 


acaagctegg 


cgcggcgcca 


2880 


ttcacgcaca 


cccagtacga 


eggctggtat 


gggttcaagt 


ttgggcggga 


gtttctcaag 


2940 
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aaaaccgata 


caagaagaag 


acagtcaaca 




gacggtttgg*' 


cggacttgga 


agaatgtggc 




gtttttcaag 


gaatcgtcat 


cctccgccac 




ttcacaaccc 


accgcaaggt 


gacaatgctc 


U 3 


aagaacagtg 


gaataatgcc 


agtcaacaaa 


y 


gcaacagtgg 


ttctgatgca 


agatcagcta 


P 


caccaccata 


tgcccatcac 


gagcaacacc 


si 


agtcaatgca 


atgtaccaat 


aagactatcc 


CI 

\A 


gtctggcaac 


agatgctggc 


cgacacactt 


n s 

3 %? 


atgcacgaca 


aggaaactct 


tacaaagaca 




ctaagcctta 


tcaacgtaat 


tgagatcatt 




aatctggtct 


aatctgcacg 


cctcatgggc 




gcacacattt 


ttagtgcgaa 


tgtttgtttg 




tgcccacagg 


attagttttt 


tcctcactgg 




tgccctgccc 


tgccctgcac 


gccctgtgtt 




ccctggcgta 


cggccaaggt 


ttttcctcac 




ggctgcaagg 


tttttcacca 


ccaccaccac 




tcgaccagat 


cttccattac 


tggtacattg 




tcgtggctca 


tgccaggacc 


aattatttga 




atgtccaact 


agacgggtgg 


tttggcttca 




gtgctgggag 


gcaggttgat 


ttaatcatct 



gtgcatgcgc 


ggttccgtgg 


cggcatggac 


3000 


atcatcctta 


cccg'ggaccc 


ggagaacatc 


3060 


ttctcgctcg 


gtggcaggat 


caggttcttg 


3120 








3150 


agaacgttaa 


tgtcaaccag 


gcgccaagaa 


60 


atttgcccat 


gatgtttatg 


ttctggagag 


120 


cacaagaacc 


accagttaac 


gagatccata 


180 


aacaacaaca 


gcaacaacaa 


caacccccac 


240 


gagtggtgac 


agacgaggga 


gaaaacgcaa 


300 


caccgcttca 


tcaggaaaag 


caggagctcc 


360 


agcaggttag 


tgtatagtag 


tctgtagtta 


420 


cttcttacaa 


ccaagttttc 


tgccgcgcct 


480 


tcaactgagt 


ttggtctaga 


attcttgcac 


540 


acacttgtgc 


tctgatgcca 


cttgatcttg 


600 


gtttgtctga 


attatacaca 


ccagtggaag 


660 


attgtgtgtt 


ttgggggggg 


gggggggggt 


720 


ctggttcccc 


ctcccccctc 


ccccctatca 


780 


aattcgctgt 


ccacctgtca 


accccctcac 


840 


ttgtgctgtg 


gcactcccac 


gctataaaag 


900 


agccaaaaaa 


aaatttggct 


gatccttttg 


960 


caccacctca 


actattcaaa 


caaaggatgc 


1020 


tcttgccatt 


gttggtcatt 


atcaagcaga 


1080 


tgaagaagtt 


gggcgctaag 


ccattcacac 


1140 


aatttggccg 


tgaattcctc 


aaagctaaaa 


1200 


cccgtttcca 


cgataatgag 


gacactttct 


1260 
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ccagctatgc 


ttttggcaac 


catgtggtgt 


tcaccaggga 


ccccgagaat 


atcaaggcgc 


1320 




ttttggcaac 


ccagtttggt 


gatttttcat 


tgggaagcag 


ggtcaaattc 


ttcaaaccat 


1380 




tgttggggta 


cggtatcttc 


accttggacg 


gcgaaggctg 


gaagcacagc 


agagccatgt 


1440 




tgagaccaca 


gtttgccaga 


gagcaagttg 


ctcatgtgac 


gtcgttggaa 


ccacatttcc 


1500 




agttgttgaa 


gaagcatatt 


cttaagcaca 


agggtgaata 


ctttgatatc 


caggaattgt 


1560 




tctttagatt 


taccgttgat 


tcagcgacgg 


agttcttatt 


tggtgagtcc 


gtgcactcct 


1620 




taagggacga 


ggaaattggc 


tacgatacga 


aggacatggc 


tgaagaaaga 


cgcaaatttg 


1680 




ccgacgcgtt 


caacaagtcg 


caagtctatt 


tgtccaccag 


agttgcttta 


cagacattgt 


1740 




actggttggt 


caacaacaaa 


gagttcaagg 


agtgcaacga 


cattgtccac 


aagttcacca 


1800 




actactatgt 


tcagaaagcc 


ttggatgcta 


ccccagagga 


acttgaaaaa 


caaggcgggt 


1860 


if! 


atgtgttctt 


gtacgagctt 


gccaagcaga 


cgaaagaccc 


caatgtgttg 


cgtgaccagt 


1920 


Cs 


ctttgaacat 


cttgttggct 


ggaagggaca 


ccactgctgg 


gttgttgtcc 


tttgctgtgt 


1980 


if! 

is 


ttgagttggc 


caggaaccca 


cacatctggg 


ccaagttgag 


agaggaaatt 


gaatcacact 


2040 


a 

U* 


ttgggctggg 


tgaggactct 


cgtgttgaag 


agattacctt 


tgagagcttg 


aagagatgtg 


2100 




agtacttgaa 


agccgtgttg 


aacgaaacgt 


tgagattaca 


cccaagtgtc 


ccaagaaacg 


2160 




caagatttgc 


gattaaagac 


acgactttac 


caagaggcgg 


tggccccaac 


ggcaaggatc 


2220 


n : 


ctatcttgat 


cagaaagaat 


gaggtggtgc 


aatactccat 


ctcggcaact 


cagacaaatc 


2280 


J". a 
Mi 


ctgcttatta 


tggcgccgat 


gctgctgatt 


ttagaccgga 


aagatggttt 


gagccatcaa 


2340 




ctagaaactt 


gggatgggct 


tacttgccat 


tcaacggtgg 


tccaagaatc 


tgcttgggac 


2400 




aacagtttgc 


tttgaccgaa 


gccggttacg 


ttttggttag 


acttgttcag 


gaattcccta 


2460 




gcttgtcaca 


ggaccccgaa 


actgagtacc 


caccacctag 


attggcacac 


ttgacgatgt 


2520 




gcttgtttga 


cggggcatac 


gtcaagatgc 


aataggtttt 


ggtttgactt 


tgtttccata 


2580 




tgcaagtagt 


tcagtaatta 


cacactaatt 


tgtggtggcc 


ggcgataaat 


taccgtttgg 


2640 




ttttgtgtaa 


aaattcggac 


atctctggtg 


gtttcccttc 


tccgcagcag 


ctttgccacg 


2700 




ggtttgctct 


gcggccaaca 


aattcgaaag 


gggggggggg 


gggggagaaa 


gttaacaccc 


2760 




cctgttccca 


ccgtaggctg 


tagctcttgt 


ggggggatgt 


aattgtcgta 


cgttttcatg 


2820 




tttggcccag 


actttgatga 


ttacgtaggc 


tttcttatgt 


ctaaggcgtg 


cttgacacaa 


2880 




gtgtcaaaag 


gtgacaggcg 


acgttattcg 


acatgaacgc 


aaaagggtaa 


tttgcatcga 


2940 




tacgaggggt 


tgcctctggt 


ctaagaagga 


ccccccaggt 


tgcaaacatg 


ttgcactgca 


3000 



tcccactcag agttggtcga ccacgcctac 
gctcaatatt tctctccccc ctgcttcccc 
ccggtctcct ctcccccccc tccccccagt 
caccgatacg tcaaagatac agagaaacct 
aagatgattg agcaactcct ccagtactgg 
cgctacgtgg cttcccacgc acgaaccatc 
ttcacgcaca cccagtacga cggatggtat 
gcgaagaaga ttggaaggca gacggacttg 
gatactttct cgagctatac tttcggcatc 
1^1 atcaaggcgg tcttggcgac gcagttcgat 
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si gatgtggtgc ttgatttctc gagacacatc 

N~ 

r\ tgtaagcaca gggaactgct tcaacacctt 
^1 ctgcaacgat atctgccaag gtatatagca 
**- ctgttggtag ttctgcaggt aaatttggat 
tgtgttttct tcttcctctc tctctgattc 
tgtgtctgag tcgtactgtt ggattaagtc 
tttagacaac cagttcgttg ggcgggtatc 
atgcaacttg acgagacgtc gttaggaatc 
gagagattct gcttagagga tgttctcttc 
cggtggtgac aacttgacac aagcagttcc 
ctatcacttc tacatgtcaa cctacgatgt 
gtttatttgt tatgggtcaa catccaatac 
gcagaatacc agaatgacag tgtgagttcc 
tttgctatcg tgggatgtga tctgtgtcgt 
tgaatattgt tatactaaat acttgatgca 



gcttaccctc 


agcgatcggc 


actttccgtt 


3060 


ccattgttcc 


agggattatc 


aacaacgttg 


3120 


tatgtacaag 


aaaattaaat 


tgtcgcacgg 


3180 


taatccctcc 


catagcctag 


aagcatcaaa 


3240 


tacattgcac 


tccctgtatg 


gttcattctc 


3300 


tacttgcgcc 


acaagctcgg 


cgcggcgccg 


3360 


gggttcaagt 


ttgggcggga 


gtttctcaag 


3420 


gtgcatgcgc 


ggttccgtgg 


agggggcatg 


3480 


catatcattc 


ttactcggga 


cccggagaac 


3540 


gacttttcg 






3579 


cttgtgaggt 


gccatgaatc 


tgtacctgtc 


60 


attgcatatt 


ctgtctattg 


caagcgtgtg 


120 


gaacgtgctg 


atggttcctc 


cggtcatatt 


180 


gtcaggtagt 


ggagggaggt 


ttgtatcggt 


240 


aacctccacg 


tctccttcgg 


gttctgtgtc 


300 


catcgcatgt 


gtgaaaaaaa 


gtagcgctta 


360 


agaaatagtc 


tgttgtgcac 


gaccatgagt 


420 


cacagaatga 


tagcaggaag 


cttactacgt 


480 


ttgttgattc 


cattaggtgg 


gtatcatctc 


540 


gagaaccacc 


cacaacaatc 


accattccag 


600 


atctcatcac 


catctagttt 


cttggcaatc 


660 


aactccacca 


atgaagaaga 


aaaacggaaa 


720 


tgaccattgc 


taatctatgg 


ctatatctag 


780 


cttcatttgc 


gtttgtgttt 


atttcgggta 


840 


caaacatggc 


gctcgagaaa 


tcgagaatgt 


900 
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gatcaacgat 


gggttctttg 


ggttccgctt 


acctttgcta 


ctcatgcgag 


ccagcaatga 


960 




gggccgactt 


atcgagttca 


gtgtcaagag 


attcgagtcg 


gcgccacatc 


cacagaacaa 


1020 




gacattggtc. 


•aaccgggcat 


tgagcgttcc 


tgtgatactc 


accaaggacc 


cagtgaatat 


1080 




caaagcgatg 


ctatcgaccc 


agtttgatga 


cttttccctt 


gggttgagac 


tacaccagtt 


1140 




tgcgccgttg 


ttggggaaag 


gcatctttac 


tttggacggc 


ccagagtgga 


agcagagccg 


1200 




atctatgttg 


cgtccgcaat 


ttgccaaaga 


tcgggtttct 


catatcctgg 


atctagaacc 


1260 




gcattttgtg 


ttgcttcgga 


agcacattga 


tggccacaat 


ggagactact 


tcgacatcca 


1320 




ggagctctac 


ttccggttct 


cgatggatgt 


ggcgacgggg 


tttttgtttg 


gcgagtctgt 


1380 




ggggtcgttg 


'aaagacgaag 


atgcgaggtt 


cctggaagca 


ttcaatgagt 


cgcagaagta 


1440 




tttggcaact 


agggcaacgt 


tgcacgagtt 


gtactttctt 


tgtgacgggt 


ttaggtttcg 


1500 




ccagtacaac 


aaggttgtgc 


gaaagttctg 


cagccagtgt 


gtccacaagg 


cgttagatgt 


1560 


if! 


tgcaccggaa 


gacaccagcg 


agtacgtgtt 


tctccgcgag 


ttggtcaaac 


acactcgaga 


1620 


If! 


tcccgttgtt 


ttacaagacc 


aagcgttgaa 


cgtcttgctt 


gctggacgcg 


acaccaccgc 


1680 


l=*i 


gtcgttatta 


tcgtttgcaa 


catttgagct 


agcccggaat 


gaccacatgt 


ggaggaagct 


1740 




acgagaggag 


gttatcctga 


cgatgggacc 


gtccagtgat 


gaaataaccg 


tggccgggtt 


1800 




gaagagttgc 


cgttacctca 


aagcaatcct 


aaacgaaact 


cttcgactat 


acccaagtgt 


1860 
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gcctaggaac 


gcgagatttg 


ctacgaggaa 


tacgacgctt 


cctcgtggcg 


gaggtccaga 


1920 




tggatcgttt 


ccgattttga 


taagaaaggg 


ccagccagtg 


gggtatttca 


tttgtgctac 


1980 




acacttgaat 


gagaaggtat 


atgggaatga 


tagccatgtg 


tttcgaccgg 


agagatgggc 


2040 




tgcgttagag 


ggcaagagtt 


tgggctggtc 


gtatcttcca 


ttcaacggcg 


gcccgagaag 


2100 




ctgccttggt 


cagcagtttg 


caatccttga 


agcttcgtat 


gttttggctc 


gattgacaca ^ 


2160 




gtgctacacg 


acgatacagc 


ttagaactac 


cgagtaccca 


ccaaagaaac 


tcgttcatct 


2220 




cacgatgagt 


cttctcaacg 


gggtgtacat 


ccgaactaga 


acttgattat 


gtgtttatgg 


2280 




ttaatcgggg 


caaagcactg 


caagtcattg 


atgtttgtgg 


aagcccagca 


ttggtgttcc 


2340 




ggagcatcaa 


taaccaatgt 


cttgaagggt 


ttgattttct 


tgaccttctt 


cttcctgagc 


2400 




ttctttccgt 


caaacttgta 


cagaatggcc 


atcatttcag 


gaacaaccac 


gtacgacggc 


2460 




cggtaccgca 


tctggagtat 


ctcgccgtcg 


ttcaagtagc 


acgaaaacag 


caacgacgtc 


2520 



accatctgct tcccaatctt gacacccaca gatacccctg cggcttcatg gatcaaaaac 2580 



55 





gtcggcaacc 


ccgcgtatat 


gtccatgtaa 


ttctccatgg 


ccacctccat 


caacacactg 


2640 




atggagcgac 


tgacggtgcc 


accactgccc 


tcggttgagt 


caaggcagta 


tgatgccggg 


2700 




atccagtact 


ccaatgggaa 


cctctgcacg 


gtgtcgctgc 


agtttttgag 


gcgtatttcg 


2760 




atccatgatc 


gttctttggt 


gctgtagtat 


aacgagctct 


tggtgtcctt 


gaaatggaac 


2820 




aggttggatg 


tgttgttgag 


tttgtctgcg 


tgcttggttt 


gcaagtcttc 


gatcgagcgt 


2880 




agtgagtaga 


cagttggcgg 


gggtggtggc 


tcgggcttta 


ttctgtgttt 


gtgtttcctt 


2940 




cttagtcttg 


gaatgacgct 


gttatcgacg 


gttcgtagta 


taagtagcgc 


caatatgaga 


3000 




atgtatatcc 


gcatcaccca 


agactcttca 


gcctgttaca 


acgactgagg 


ctgttggccg 


3060 




t gt ga ccaa t^-t ggt 1 1 ct 1 1 


ggtgacctag 


attggtcccg 


cagggaaagc 


aagggctgct 


3120 




aggggggcat 


accaaacaag 


gtcgtgtaat 


cagtatctat 


ggtgctacca 


tgtgtgtggt 


3180 




tggggggaaa 


ttcccgcatt 


tttgtgtaac 


gaaagttcta 


gaaagttctc 


gtgggttctg 


3240 




agaatctgct 


ggaaccatcc 


acccgcattt 


ccgttgccaa 


agtgggaaga 


gcaatcaacc 


3300 


ill 


caccctgctt 


tgcccaatca 


gccattcccc 


tgggaatata 


aattcaac 




3348 



□ 

<210> 95 
M <211> 523 

li 

u. 

<400> 95 



<212> PRT 

<213> CAN D I DAT RO P I C AL I S 



Met Ala Thr Gin Glu lie lie Asp Ser Val Leu Pro Tyr Leu Thr Lys 
15 10 15 



Trp Tyr Thr Val He Thr Ala Ala Val Leu Val Phe Leu He Ser Thr 
20 25 30 



Asn He Lys Asn Tyr Val Lys Ala Lys Lys Leu Lys Cys Val Asp Pro 
35 40 45 



Pro Tyr Leu Lys Asp Ala Gly Leu Thr Gly He Leu Ser Leu He Ala 
50 55 60 



Ala He Lys Ala Lys Asn Asp Gly Arg Leu Ala Asn Phe Ala Asp Glu 
65 70 75 80 



Val Phe Asp Glu Tyr Pro Asn His Thr Phe Tyr Leu Ser Val Ala Gly 
85 90 95 



56 



Ala Leu Lys He Val Met Thr Val Asp Pro Glu Asn He Lys Ala Val 
100 105 110 



Leu Ala Thr. Gin Phe Thr Asp Phe Ser Leu Gly Thr Arg His Ala His 
115 120 125 



Phe Ala Pro Leu Leu Gly Asp Gly He Phe Thr Leu Asp Gly Glu Gly 
130 135 140 



Trp Lys His Ser Arg Ala Met Leu Arg Pro Gin Phe Ala Arg Asp Gin 
145 150 155 160 



He Gly Hi's " Val Lys Ala Leu Glu Pro His He Gin lie Met Ala Lys 
165 170 175 



Gin He Lys Leu Asn Gin Gly Lys Thr Phe Asp He Gin Glu Leu Phe 
180 185 190 



Phe Arg Phe Thr Val Asp Thr Ala Thr Glu Phe Leu Phe Gly Glu Ser 
195 200 205 



Val His Ser Leu Tyr Asp Glu Lys Leu Gly lie Pro Thr Pro Asn Glu 
210 215 220 



lie Pro Gly Arg Glu Asn Phe Ala Ala Ala Phe Asn Val Ser Gin His 
225 230 235 240 



Tyr Leu Ala Thr Arg Ser Tyr Ser Gin Thr Phe Tyr Phe Leu Thr Asn 
245 250 255 



Pro Lys Glu Phe Arg Asp Cys Asn Ala Lys Val His His Leu Ala Lys 
260 265 270 



Tyr Phe Val Asn Lys Ala Leu Asn Phe Thr Pro Glu Glu Leu Glu Glu 
275 280 285 



Lys Ser Lys Ser Gly Tyr Val Phe Leu Tyr Glu Leu Val Lys Gin Thr 
290 295 300 



Arg Asp Pro Lys Val Leu Gin Asp Gin Leu Leu Asn lie Met Val Ala 
305 310 315 320 



57 



Gly Arg Asp Thr Thr Ala Gly Leu Leu Ser Phe Ala Leu Phe Glu Leu 
325 330 335 



Ala Arg His Pro Glu Met Trp Ser Lys Leu Arg Glu Glu lie Glu Val 
340 345 350 



Asn Phe Gly Val Gly Glu Asp Ser Arg Val Glu Glu lie Thr Phe Glu 
355 360 365 



Ala Leu Lys Arg Cys Glu Tyr Leu Lys Ala lie Leu Asn Glu Thr Leu 
370 375 380 



Arg Met Tyr Pro Ser Val Pro Val Asn Phe Arg Thr Ala Thr Arg Asp 
385 390 395 400 



Thr Thr Leu Pro Arg Gly Gly Gly Ala Asn Gly Thr Asp Pro lie Tyr 
405 410 415 



lie Pro Lys Gly Ser Thr Val Ala Tyr Val Val Tyr Lys Thr His Arg 
420 425 430 



Leu Glu Glu Tyr Tyr Gly Lys Asp Ala Asn Asp Phe Arg Pro Glu Arg 
435 440 445 



Trp Phe Glu Pro Ser Thr Lys Lys Leu Gly Trp Ala Tyr Val Pro Phe 
450 455 460 



Asn Gly Gly Pro Arg Val Cys Leu Gly Gin Gin Phe Ala Leu Thr Glu 
465 470 475 480 



Ala Ser Tyr Val He Thr Arg Leu Ala Gin Met Phe Glu Thr Val Ser 
4 85 4 90 4 95 



Ser Asp Pro Gly Leu Glu Tyr Pro Pro Pro Lys Cys He His Leu Thr 
500 505 510 



Met Ser His Asn Asp Gly Val Phe Val Lys Met 
515 520 



<210> 96 

<211> 522 

<212> PRT 

<213> CAN D I DAT RO P I C AL I S 



58 



<400> 96 



Met Thr Val His Asp lie lie Ala Thr Tyr Phe Thr Lys Trp Tyr Val 
15 10 15 



lie Val Pro Leu Ala Leu lie Ala Tyr Arg Val Leu Asp Tyr Phe Tyr 
20 25 30 



Gly Arg Tyr Leu Met Tyr Lys Leu Gly Ala Lys Pro Phe Phe Gin Lys 
35 40 45 



Gin Thr Asp Gly Cys Phe Gly Phe Lys Ala Pro Leu Glu Leu Leu Lys 
50 55 60 



Lys Lys Ser Asp Gly Thr Leu lie Asp Phe Thr Leu Gin Arg lie His 
65 70 75 80 



Asp Leu Asp Arg Pro Asp lie Pro Thr Phe Thr Phe Pro Val Phe Ser 
85 90 95 



lie Asn Leu Val Asn Thr Leu Glu Pro Glu Asn lie Lys Ala lie Leu 
100 105 110 



Ala Thr Gin Phe Asn Asp Phe Ser Leu Gly Thr Arg His Ser His Phe 
115 120 125 



Ala Pro Leu Leu Gly Asp Gly lie Phe Thr Leu Asp Gly Ala Gly Trp 
130 135 140 



Lys His Ser Arg Ser Met Leu Arg Pro Gin Phe Ala Arg Glu Gin lie 
145 150 155 160 



Ser His Val Lys Leu Leu Glu Pro His Val Gin Val Phe Phe Lys His 
165 170 175 



Val Arg Lys Ala Gin Gly Lys Thr Phe Asp lie Gin Glu Leu Phe Phe 
180 185 190 



Arg Leu Thr Val Asp Ser Ala Thr Glu Phe Leu Phe Gly Glu Ser Val 
195 200 205 



Glu Ser Leu Arg Asp Glu Ser lie Gly Met Ser lie Asn Ala Leu Asp 
210 215 220 



59 



Phe Asp Gly Lys Ala Gly Phe Ala Asp Ala Phe Asn Tyr Ser Gin Asn 
225 230 235 240 



Tyr Leu Ala Ser Arg Ala Val Met Gin Gin Leu Tyr Trp Val Leu Asn 
245 250 255 



Gly Lys Lys Phe Lys Glu Cys Asn Ala Lys Val His Lys Phe Ala Asp 
260 265 270 



Tyr Tyr Val Asn Lys Ala Leu Asp Leu Thr Pro Glu Gin Leu Glu Lys 
275 280 285 



Gin Asp Gly- Tyr Val Phe Leu Tyr Glu Leu Val Lys Gin Thr Arg Asp 
290 295 300 



Lys Gin Val Leu Arg Asp Gin Leu Leu Asn lie Met Val Ala Gly Arg 
305 310 315 320 



Asp Thr Thr Ala Gly Leu Leu Ser Phe Val Phe Phe Glu Leu Ala Arg 
325 330 335 



Asn Pro Glu Val Thr Asn Lys Leu Arg Glu Glu lie Glu Asp Lys Phe 
340 345 350 



Gly Leu Gly Glu Asn Ala Ser Val Glu Asp lie Ser Phe Glu Ser Leu 
355 360 365 



Lys Ser Cys Glu Tyr Leu Lys Ala Val Leu Asn Glu Thr Leu Arg Leu 
370 375 380 



Tyr Pro Ser Val Pro Gin Asn Phe Arg Val Ala Thr Lys Asn Thr Thr 
385 390 395 400 



Leu Pro Arg Gly Gly Gly Lys Asp Gly Leu Ser Pro Val Leu Val Arg 
405 410 415 



Lys Gly Gin Thr Val lie Tyr Gly Val Tyr Ala Ala His Arg Asn Pro 
420 425 430 



Ala Val Tyr Gly Lys Asp Ala Leu Glu Phe Arg Pro Glu Arg Trp Phe 
435 440 445 



60 



Glu Pro Glu Thr Lys Lys Leu Gly Trp Ala Phe Leu Pro Phe Asn Gly 
450 455 460 



Gly Pro Arg lie Cys Leu Gly Gin Gin Phe Ala Leu Thr Glu Ala Ser 
465 470 475 480 



Tyr Val Thr Val Arg Leu Leu Gin Glu Phe Ala His Leu Ser Met Asp 
485 490 495 



Pro Asp Thr Glu Tyr Pro Pro Lys Lys Met Ser His Leu Thr Met Ser 
500 505 510 



Leu Phe_ As.p^GLy Ala Asn lie Glu Met Tyr 

- '^5^' 520 

<210> 97 
<211> 522 
<212> PRT 

<213> CAN D I DAT RO P I C AL I S 
<400> 97 

Met Thr Ala Gin Asp lie lie Ala Thr Tyr lie Thr Lys Trp Tyr Val 
15 10 15 



lie Val Pro Leu Ala Leu lie Ala Tyr Arg Val Leu Asp Tyr Phe Tyr 
20 25 30 



Gly Arg Tyr Leu Met Tyr Lys Leu Gly Ala Lys Pro Phe Phe Gin Lys 
35 40 45 



Gin Thr Asp Gly Tyr Phe Gly Phe Lys Ala Pro Leu Glu Leu Leu Lys 
50 55 60 



Lys Lys Ser Asp Gly Thr Leu lie Asp Phe Thr Leu Glu Arg lie Gin 
65 70 75 80 



Ala Leu Asn Arg Pro Asp lie Pro Thr Phe Thr Phe Pro lie Phe. Ser 
85 90 95 



lie Asn Leu lie Ser Thr Leu Glu Pro Glu Asn lie Lys Ala lie Leu 
100 105 110 



Ala Thr Gin Phe Asn Asp Phe Ser Leu Gly Thr Arg His Ser His Phe 
115 120 125 



61 



Ala Pro Leu Leu Gly Asp Gly lie Phe Thr Leu Asp Gly Ala Gly Trp 
130 135 140 



Lys His Ser Arg Ser Met Leu Arg Pro Gin Phe Ala Arg Glu Gin lie 
145 150 155 160 



Ser His Val Lys Leu Leu Glu Pro His Met Gin Val Phe Phe Lys His 
165 170 175 



Val Arg Lys Ala Gin Gly Lys Thr Phe Asp lie Gin Glu Leu Phe Phe 
180 185 190 



Arg Leu Thr Val Asp Ser Ala Thr Glu Phe Leu Phe Gly Glu Ser Val 
195 200 205 



Glu Ser Leu Arg Asp Glu Ser lie Gly Met Ser lie Asn Ala Leu Asp 
210 215 . 220 



Phe Asp Gly Lys Ala Gly Phe Ala Asp Ala Phe Asn Tyr Ser Gin Asn 
225 230 235 240 



Tyr Leu Ala Ser Arg Ala Val Met Gin Gin Leu Tyr Trp Val Leu Asn 
245 250 255 



Gly Lys Lys Phe Lys Glu Cys Asn Ala Lys Val His Lys Phe Ala Asp 
260 265 270 



Tyr Tyr Val Ser Lys Ala Leu Asp Leu Thr Pro Glu Gin Leu Glu Lys 
275 280 285 



Gin Asp Gly Tyr Val Phe Leu Tyr Glu Leu Val Lys Gin Thr Arg Asp 
290 295 300 



Arg Gin Val Leu Arg Asp Gin Leu Leu Asn lie Met Val Ala Gly Arg 
305 310 315 320 



Asp Thr Thr Ala Gly Leu Leu Ser Phe Val Phe Phe Glu Leu Ala Arg 
325 330 335 



Asn Pro Glu Val Thr Asn Lys Leu Arg Glu Glu lie Glu Asp Lys Phe 
340 345 350 



62 



Gly Leu Gly Glu Asn Ala Arg Val Glu Asp lie Ser Phe Glu Ser Leu 
355 360 365 



Lys Ser Cys Glu Tyr Leu Lys Ala Val Leu Asn Glu Thr Leu Arg Leu 
370 375 380 



Tyr Pro Ser Val Pro Gin Asn Phe Arg Val Ala Thr Lys Asn Thr Thr 
385 390 395 400 



Leu Pro Arg Gly Gly Gly Lys Asp Gly Leu Ser Pro Val Leu Val Arg 
405 410 415 



Lys Gly Gin. ..Thr. Val Met Tyr Gly Val Tyr Ala Ala His Arg Asn Pro 
4 20 425 430 



Ala Val Tyr Gly Lys Asp Ala Leu Glu Phe Arg Pro Glu Arg Trp Phe 
435 440 445 



Glu Pro Glu Thr Lys Lys Leu Gly Trp Ala Phe Leu Pro Phe Asn Gly 
450 455 460 



Gly Pro Arg lie Cys Leu Gly Gin Gin Phe Ala Leu Thr Glu Ala Ser 
465 470 475 480 



Tyr Val Thr Val Arg Leu Leu Gin Glu Phe Gly His Leu Ser Met Asp 
485 490 495 



Pro Asn Thr Glu Tyr Pro Pro Arg Lys Met Ser His Leu Thr Met Ser 
500 505 510 



Leu Phe Asp Gly Ala Asn lie Glu Met Tyr 
515 520 



<210> 98 

<211> 540 

<212> PRT 
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<400> 98 

Met Ser Ser Ser Pro Ser Phe Ala Gin Glu Val Leu Ala Thr Thr Ser 
15 10 15 



63 



Pro Tyr lie Glu Tyr Phe Leu Asp Asn Tyr Thr Arg Trp Tyr Tyr Phe 
20 25 30 



lie Pro Leu Val Leu Leu Ser Leu Asn Phe lie Ser Leu Leu His Thr 
35 40 45 



Arg Tyr Leu Glu Arg Arg Phe His Ala Lys Pro Leu Gly Asn Phe Val 
50 55 60 



Arg Asp Pro Thr Phe Gly lie Ala Thr Pro Leu Leu Leu lie Tyr Leu 
65 70 75 80 



Lys Ser Lys Gly Thr Val Met Lys Phe Ala Trp Gly Leu Trp Asn Asn 
85 90 95 



Lys Tyr lie Val Arg Asp Pro Lys Tyr Lys Thr Thr Gly Leu Arg lie 
100 105 110 



Val Gly Leu Pro Leu lie Glu Thr Met Asp Pro Glu Asn lie Lys Ala 
115 120 125 



Val Leu Ala Thr Gin Phe Asn Asp Phe Ser Leu Gly Thr Arg His Asp 
130 135 140 



Phe Leu Tyr Ser Leu Leu Gly Asp Gly lie Phe Thr Leu Asp Gly Ala 
145 150 155 160 



Gly Trp Lys His Ser Arg Thr Met Leu Arg Pro Gin Phe Ala Arg Glu 
165 170 175 



Gin Val Ser His Val Lys Leu Leu Glu Pro His Val Gin Val Phe Phe 
180 185 190 



Lys His Val Arg Lys His Arg Gly Gin Thr Phe Asp lie Gin Glu Leu 
195 200 205 



Phe Phe Arg Leu Thr Val Asp Ser Ala Thr Glu Phe Leu Phe Gly Glu 
210 215 220 



Ser Ala Glu Ser Leu Arg Asp Glu Ser He Gly Leu Thr Pro Thr Thr 
225 230 235 240 



64 



Lys Asp Phe Asp Gly Arg Arg Asp Phe Ala Asp Ala Phe Asn Tyr Ser 
245 250 255 



Gin Thr Tyr "Gin Ala Tyr Arg Phe Leu Leu Gin Gin Met Tyr Trp lie 
260 265 270 



Leu Asn Gly Ser Glu Phe Arg Lys Ser lie Ala Val Val His Lys Phe 
275 280 285 



Ala Asp His Tyr Val Gin Lys Ala Leu Glu Leu Thr Asp Asp Asp Leu 
290 295 300 



Gin Lys Gin Asp Gly Tyr Val Phe Leu Tyr Glu Leu Ala Lys Gin Thr 
305 310 315 320 



Arg Asp Pro Lys Val Leu Arg Asp Gin Leu Leu Asn lie Leu Val Ala 
325 330 335 



Gly Arg Asp Thr Thr Ala Gly Leu Leu Ser Phe Val Phe Tyr Glu Leu 
340 . 345 350 



Ser Arg Asn Pro Glu Val Phe Ala Lys Leu Arg Glu Glu Val Glu Asn 
355 360 365 



Arg Phe Gly Leu Gly Glu Glu Ala Arg Val Glu Glu He Ser Phe Glu 
370 375 380 



Ser Leu Lys Ser Cys Glu Tyr Leu Lys Ala Val He Asn Glu Thr Leu 
385 390 395 400 



Arg Leu Tyr Pro Ser Val Pro His Asn Phe Arg Val Ala Thr Arg Asn 
405 410 415 



Thr Thr Leu Pro Arg Gly Gly Gly Glu Asp Gly Tyr Ser Pro He Val 
420 425 430 



Val Lys Lys Gly Gin Val Val Met Tyr Thr Val He Ala Thr His Arg 
435 440 445 



Asp Pro Ser lie Tyr Gly Ala Asp Ala Asp Val Phe Arg Pro Glu Arg 
450 455 460 



65 



Trp Phe Glu Pro Glu Thr Arg Lys Leu Gly Trp Ala Tyr Val Pro Phe 
465 470 475 480 



Asn Gly Gly Pro Arg lie Cys Leu Gly Gin Gin Phe Ala Leu Thr Glu 
— - '4 85 4 90 4 95 



Ala Ser Tyr Val Thr Val Arg Leu Leu Gin Glu Phe Ala His Leu Ser 
500 505 510 



Met Asp Pro Asp Thr Glu Tyr Pro Pro Lys Leu Gin Asn Thr Leu Thr 
515 520 525 



Leu Ser Leu, Phe Asp Gly Ala Asp Val Arg Met Tyr 
530- - — 535 540 
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0 

n 

a 


Met 
1 


Ser 


Ser Ser Pro Ser Phe 
5 


Ala Gin 
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10 
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Leu 
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Thr 


Thr 
15 


Ser 


|4 

Adit, 


Pro 
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He Glu Tyr Phe Leu 
20 


Asp Asn 
25 


Tyr 
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Arg 


Trp 


Tyr 
30 


Tyr 


Phe 
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He 
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Leu Val Leu Leu Ser 


Leu Asn 


Phe 


He 


Ser 


Leu 


Leu 


His 


Thr 



35 40 45 



Lys Tyr Leu Glu Arg Arg Phe His Ala Lys Pro Leu Gly Asn Val Val 
50 55 60 



Leu Asp Pro Thr Phe Gly He Ala Thr Pro Leu He Leu He Tyr Leu 
65 70 75 80 



Lys Ser Lys Gly Thr Val Met Lys Phe Ala Trp Ser Phe Trp Asn Asn 
85 90 95 



Lys Tyr He Val Lys Asp Pro Lys Tyr Lys Thr Thr Gly Leu Arg He 
100 105 110 



Val Gly Leu Pro Leu He Glu Thr He Asp Pro Glu Asn He Lys Ala 
115 120 125 



66 



Val Leu Ala Thr Gin Phe Asn Asp Phe Ser Leu Gly Thr Arg His Asp 
130 135 140 



Phe Leu Tyr Ser Leu Leu Gly Asp Gly lie Phe Thr Leu Asp Gly Ala 
145 150 155 160 



Gly Trp Lys His Ser Arg Thr Met Leu Arg Pro Gin Phe Ala Arg Glu 
165 170 175 



Gin Val Ser His Val Lys Leu Leu Glu Pro His Val Gin Val Phe Phe 
180 185 190 



Lys His Val Arg Lys His Arg Gly Gin Thr Phe Asp lie Gin Glu Leu 
195 200 205 



Phe Phe Arg Leu Thr Val Asp Ser Ala Thr Glu Phe Leu Phe Gly Glu 
210 215 220 



Ser Ala Glu Ser Leu Arg Asp Asp Ser Val Gly Leu Thr Pro Thr Thr 
225 230 235 240 



Lys Asp Phe Glu Gly Arg Gly Asp Phe Ala Asp Ala Phe Asn Tyr Ser 
245 250 255 



Gin Thr Tyr Gin Ala Tyr Arg Phe Leu Leu Gin Gin Met Tyr Trp lie 
260 265 270 



Leu Asn Gly Ala Glu Phe Arg Lys Ser lie Ala lie Val His Lys Phe 
275 280 285 



Ala Asp His Tyr Val Gin Lys Ala Leu Glu Leu Thr Asp Asp Asp Leu 
290 295 300 



Gin Lys Gin Asp Gly Tyr Val Phe Leu Tyr Glu Leu Ala Lys Gin Thr 
305 310 315 320 



Arg Asp Pro Lys Val Leu Arg Asp Gin Leu Leu Asn lie Leu Val Ala 
325 330 335 



Gly Arg Asp Thr Thr Ala Gly Leu Leu Ser Phe Val Phe Tyr Glu Leu 
340 345 350 



67 



Ser Arg Asn Pro Glu Val Phe Ala Lys Leu Arg Glu Glu Val Glu Asn 
355 360 365 



Arg Phe Gly Leu Gly Glu Glu Ala Arg Val Glu Glu lie Ser Phe Glu 
370 375 380 



Ser Leu Lys Ser Cys Glu Tyr Leu Lys Ala Val lie Asn Glu Ala Leu 
385 390 395 400 



Arg Leu Tyr Pro Ser Val Pro His Asn Phe Arg Val Ala Thr Arg Asn 
405 410 415 



Thr Thr 'Leu' Pro Arg Gly Gly Gly Lys Asp Gly Cys Ser Pro lie Val 
420 425 430 



Val Lys Lys Gly Gin Val Val Met Tyr Thr Val He Gly Thr His Arg 
435 440 445 



Asp Pro Ser He Tyr Gly Ala Asp Ala Asp Val Phe Arg Pro Glu Arg 
450 455 460 



Trp Phe Glu Pro Glu Thr Arg Lys Leu Gly Trp Ala Tyr Val Pro Phe 
465 470 475 480 



Asn Gly Gly Pro Arg He Cys Leu Gly Gin Gin Phe Ala Leu Thr Glu 
485 490 495 



Ala Ser Tyr Val Thr Val Arg Leu Leu Gin Glu Phe Gly Asn Leu Ser 
500 505 510 



Leu Asp Pro Asn Ala Glu Tyr Pro Pro Lys Leu Gin Asn Thr Leu Thr 
515 520 525 



Leu Ser Leu Phe Asp Gly Ala Asp Val Arg Met Phe 
530 535 540 

<210> 100 
<211> 517 
<212> PRT 

< 2 1 3 > CAN D I DAT RO P I C AL I S 
<400> 100 

Met He Glu Gin Leu Leu Glu Tyr Trp Tyr Val Val Val Pro Val Leu 
15 10 15 



68 



Tyr lie lie Lys Gin Leu Leu Ala Tyr Thr Lys Thr Arg Val Leu Met 
20 25 30 



Lys Lys Leu Gly Ala Ala Pro Val Thr Asn Lys Leu Tyr Asp Asn Ala 
35 40 45 



Phe Gly lie Val Asn Gly Trp Lys Ala Leu Gin Phe Lys Lys Glu Gly 
50 55 60 



Arg Ala Gin Glu Tyr Asn Asp Tyr Lys Phe Asp His Ser Lys Asn Pro 
65 70 75 80 



Ser Val Gly Thr Tyr Val Ser He Leu Phe Gly Thr Arg He Val Val 
85 90 95 



\Q Thr Lys Asp Pro Glu Asn He Lys Ala He Leu Ala Thr Gin Phe Gly 



100 



105 



110 



Asp Phe Ser Leu Gly Lys Arg His Thr Leu Phe Lys Pro Leu Leu Gly 
!2j 115 120 125 

si 

h& Asp Gly He Phe Thr Leu Asp Gly Glu Gly Trp Lys His Ser Arg Ala 
P 130 135 140 

I'll 

r*\ Met Leu Arg Pro Gin Phe Ala Arg Glu Gin Val Ala His Val Thr Ser 
it? 145 150 155 160 



Leu Glu Pro His Phe Gin Leu Leu Lys Lys His He Leu Lys His Lys 
165 170 175 



Gly Glu Tyr Phe Asp He Gin Glu Leu Phe Phe Arg Phe Thr Val Asp 
180 185 190 



Ser Ala Thr Glu Phe Leu Phe Gly Glu Ser Val His Ser Leu Lys Asp 
195 200 205 



Glu Ser He Gly He Asn Gin Asp Asp He Asp Phe Ala Gly Arg Lys 
210 215 220 



Asp Phe Ala Glu Ser Phe Asn Lys Ala Gin Glu Tyr Leu Ala He Arg 
225 230 235 240 



69 



Thr Leu Val Gin Thr Phe Tyr Trp Leu Val Asn Asn Lys Glu Phe Arg 
245 250 255 



Asp Cys Thr -Lys Leu Val His Lys Phe Thr Asn Tyr Tyr Val Gin Lys 
260 265 270 



Ala Leu Asp Ala Ser Pro Glu Glu Leu Glu Lys Gin Ser Gly Tyr Val 
275 280 285 



Phe Leu Tyr Glu Leu Val Lys Gin Thr Arg Asp Pro Asn Val Leu Arg 
290 295 300 



Asp Gin Ser- Leu' Asn lie Leu Leu Ala Gly Arg Asp Thr Thr Ala Gly 
305 310 315 320 



Leu Leu Ser Phe Ala Val Phe Glu Leu Ala Arg His Pro Glu lie Trp 
325 330 335 



Ala Lys Leu Arg Glu Glu lie Glu Gin Gin Phe Gly Leu Gly Glu Asp 
340 345 350 



Ser Arg Val Glu Glu lie Thr Phe Glu Ser Leu Lys Arg Cys Glu Tyr 
355 360 365 



Leu Lys Ala Phe Leu Asn Glu Thr Leu Arg lie Tyr Pro Ser Val Pro 
370 375 380 



Arg Asn Phe Arg lie Ala Thr Lys Asn Thr Thr Leu Pro Arg Gly Gly 
385 390 395 400 



Gly Ser Asp Gly Thr Ser Pro lie Leu lie Gin Lys Gly Glu Ala Val 
405 410 415 



Ser Tyr Gly lie Asn Ser Thr His Leu Asp Pro Val Tyr Tyr Gly Pro 
420 425 430 



Asp Ala Ala Glu Phe Arg Pro Glu Arg Trp Phe Glu Pro Ser Thr Lys 
435 440 445 



Lys Leu Gly Trp Ala Tyr Leu Pro Phe Asn Gly Gly Pro Arg lie Cys 
450 455 460 



70 



Leu Gly Gin Gin Phe Ala Leu Thr Glu Ala Gly Tyr Val Leu Val Arg 
465 470 475 480 



Leu Val Gin Glu Phe Ser His Val Arg Leu Asp Pro Asp Glu Val Tyr 
- • 485 490 495 



Pro Pro Lys Arg Leu Thr Asn Leu Thr Met Cys Leu Gin Asp Gly Ala 
500 505 510 



lie Val Lys Phe Asp 
515 



<210> 1.01. . 
<211> 517-- - 
<212> PRT 

<213> CAN D I DAT RO P I C AL I S 
t£) <400> 101 

%| Met lie Glu Gin lie Leu Glu Tyr Trp Tyr lie Val Val Pro Val Leu 

m 15 10 15 

w ? 

3 Tyr lie lie Lys Gin Leu lie Ala Tyr Ser Lys Thr Arg Val Leu Met 
W 20 25 30 



p Lys Gin Leu Gly Ala Ala Pro lie Thr Asn Gin Leu Tyr Asp Asn Val 
\& 35 4 0 4 5 

til 



Phe Gly lie Val Asn Gly Trp Lys Ala Leu Gin Phe Lys Lys Glu Gly 
50 55 60 



Arg Ala Gin Glu Tyr Asn Asp His Lys Phe Asp Ser Ser Lys Asn Pro 
65 70 75 80 



Ser Val Gly Thr Tyr Val Ser He Leu Phe Gly Thr Lys He Val Val 
85 90 95 



Thr Lys Asp Pro Glu Asn He Lys Ala He Leu Ala Thr Gin Phe Gly 
100 105 110 



Asp Phe Ser Leu Gly Lys Arg His Ala Leu Phe Lys Pro Leu Leu Gly 
115 120 125 



Asp Gly lie Phe Thr Leu Asp Gly Glu Gly Trp Lys His Ser Arg Ser 
130 135 140 



71 



Met Leu Arg Pro Gin Phe Ala Arg Glu Gin Val Ala His Val Thr Ser 
145 150 155 160 



Leu Glu Pro His Phe Gin Leu Leu Lys Lys His lie Leu Lys His Lys 
165 170 175 



Gly Glu Tyr Phe Asp lie Gin Glu Leu Phe Phe Arg Phe Thr Val Asp 
180 185 190 



Ser Ala Thr Glu Phe Leu Phe Gly Glu Ser Val His Ser Leu Lys Asp 
195 200 205 



Glu Thr lie Gly lie Asn Gin Asp Asp lie Asp Phe Ala Gly Arg Lys 
210 215 220 



Asp Phe Ala Glu Ser Phe Asn Lys Ala Gin Glu Tyr Leu Ser lie Arg 
225 230 235 240 



lie Leu Val Gin Thr Phe Tyr Trp Leu lie Asn Asn Lys Glu Phe Arg 
245 250 255 



Asp Cys Thr Lys Leu Val His Lys Phe Thr Asn Tyr Tyr Val Gin Lys 
260 265 270 



Ala Leu Asp Ala Thr Pro Glu Glu Leu Glu Lys Gin Gly Gly Tyr Val 
275 280 285 



Phe Leu Tyr Glu Leu Val Lys Gin Thr Arg Asp Pro Lys Val Leu Arg 
290 295 300 



Asp Gin Ser Leu Asn lie Leu Leu Ala Gly Arg Asp Thr Thr Ala Gly 
305 310 315 320 



Leu Leu Ser Phe Ala Val Phe Glu Leu Ala Arg Asn Pro His lie Trp 
325 330 335 



Ala Lys Leu Arg Glu Glu lie Glu Gin Gin Phe Gly Leu Gly Glu Asp 
340 345 350 



Ser Arg Val Glu Glu lie Thr Phe Glu Ser Leu Lys Arg Cys Glu Tyr 
355 360 365 
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Leu Lys Ala Phe Leu Asn Glu Thr Leu Arg Val Tyr Pro Ser Val Pro 
370 375 380 



Arg Asn Phe Arg lie Ala Thr Lys Asn Thr Thr Leu Pro Arg Gly Gly 
385 390 395 400 



Gly Pro Asp Gly Thr Gin Pro lie Leu lie Gin- Lys Gly Glu Gly Val 
405 410 415 



Ser Tyr Gly lie Asn Ser Thr His Leu Asp Pro Val Tyr Tyr Gly Pro 
420 425 430 



Asp Ala Ala- Glu Phe Arg Pro Glu Arg Trp Phe Glu Pro Ser Thr Arg 
435 440 445 



Lys Leu Gly Trp Ala Tyr Leu Pro Phe Asn Gly Gly Pro Arg lie Cys 
450 455 460 



Leu Gly Gin Gin Phe Ala Leu Thr Glu Ala Gly Tyr Val Leu Val Arg 
465 470 475 480 



Leu Val Gin Glu Phe Ser His lie Arg Leu Asp Pro Asp Glu Val Tyr 
485 490 495 



Pro Pro Lys Arg Leu Thr Asn Leu Thr Met Cys Leu Gin Asp Gly Ala 
500 505 510 



lie Val Lys Phe Asp 
515 

<210> 102 
<211> 512 
<212> PRT 

<213> CAN D I DAT RO P I C AL I S 
<400> 102 

Met Leu Asp Gin lie Leu His Tyr Trp Tyr lie Val Leu Pro Leu Leu 
15 10 15 



Ala lie He Asn Gin He Val Ala His Val Arg Thr Asn Tyr Leu Met 
20 25 30 



Lys Lys Leu Gly Ala Lys Pro Phe Thr His Val Gin Arg Asp Gly Trp 
35 40 45 
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Leu Gly Phe Lys Phe Gly Arg Glu Phe Leu Lys Ala Lys Ser Ala Gly 
50 55 60 



Arg Leu Val Asp Leu lie lie Ser Arg Phe His Asp Asn Glu Asp Thr 
65 70 75 80 



Phe Ser Ser Tyr Ala Phe Gly Asn His Val Val Phe Thr Arg Asp Pro 
85 90 95 



Glu Asn lie Lys Ala Leu Leu Ala Thr Gin Phe Gly Asp Phe Ser Leu 
100 105 110 



Gly Ser Arg Val Lys Phe Phe Lys Pro Leu Leu Gly Tyr Gly lie Phe 
115 120 125 



Thr Leu Asp Ala Glu Gly Trp Lys His Ser Arg Ala Met Leu Arg Pro 
130 135 140 



Gin Phe Ala Arg Glu Gin Val Ala His Val Thr Ser Leu Glu Pro His 
145 150 155 160 



Phe Gin Leu Leu Lys Lys His lie Leu Lys His Lys Gly Glu Tyr Phe 
165 170 175 



Asp lie Gin Glu Leu Phe Phe Arg Phe Thr Val Asp Ser Ala Thr Glu 
180 185 190 



Phe Leu Phe Gly Glu Ser Val His Ser Leu Lys Asp Glu Glu lie Gly 
195 200 205 



Tyr Asp Thr Lys Asp Met Ser Glu Glu Arg Arg Arg Phe Ala Asp Ala 
210 215 220 



Phe Asn Lys Ser Gin Val Tyr Val Ala Thr Arg Val Ala Leu Gin Asn 
225 230 235 240 



Leu Tyr Trp Leu Val Asn Asn Lys Glu Phe Lys Glu Cys Asn Asp lie 
245 250 255 



Val His Lys Phe Thr Asn Tyr Tyr Val Gin Lys Ala Leu Asp Ala Thr 
260 265 270 
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Pro Glu Glu Leu Glu Lys Gin Gly Gly Tyr Val Phe Leu Tyr Glu Leu 
275 280 285 



Val Lys Gin Thr Arg Asp Pro Lys Val Leu Arg Asp Gin Ser Leu Asn 
290 295 300 



lie Leu Leu Ala Gly Arg Asp Thr Thr Ala Gly Leu Leu Ser Phe Ala 
305 310 315 320 



Val Phe Glu Leu Ala Arg Asn Pro His lie Trp Ala Lys Leu Arg Glu 
325 330 335 



Glu lie Glu- Gin Gin Phe Gly Leu Gly Glu Asp Ser Arg Val Glu Glu 
340 345 350 



lie Thr Phe Glu Ser Leu Lys Arg Cys Glu Tyr Leu Lys Ala Val Leu 
355 360 365 



Asn Glu Thr Leu Arg Leu His Pro Ser Val Pro Arg Asn Ala Arg Phe 
370 375 380 



Ala lie Lys Asp Thr Thr Leu Pro Arg Gly Gly Gly Pro Asn Gly Lys 
385 390 395 400 



Asp Pro lie Leu lie Arg Lys Asp Glu Val Val Gin Tyr Ser lie Ser 
405 410 415 



Ala Thr Gin Thr Asn Pro Ala Tyr Tyr Gly Ala Asp Ala Ala Asp Phe 
420 425 430 



Arg Pro Glu Arg Trp Phe Glu Pro Ser Thr Arg Asn Leu Gly Trp Ala 
435 440 445 



Phe Leu Pro Phe Asn Gly Gly Pro Arg lie Cys Leu Gly Gin Gin Phe 
450 455 460 



Ala Leu Thr Glu Ala Gly Tyr Val Leu Val Arg Leu Val Gin Glu Phe 
465 470 475 480 



Pro Asn Leu Ser Gin Asp Pro Glu Thr Lys Tyr Pro Pro Pro Arg Leu 
485 490 495 
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Ala His Leu Thr Met Cys Leu Ph'e Asp Gly Ala His Val Lys Met Ser 
500 505 510 



<210> 103 
<211> 512:- 
<212> PRT 

<213> CAN D I DAT RO P I C AL I S 
<400> 103 

Met Leu Asp Gin lie Phe His Tyr Trp Tyr lie Val Leu Pro Leu Leu 
15 10 15 



Val He He Lys Gin He Val Ala His Ala Arg Thr Asn Tyr Leu Met 

• ;. . /•, 2.0 25 30 

Lys Lys Leu Gly Ala Lys Pro Phe Thr His Val Gin Leu Asp Gly Trp 
35 40 45 



Phe Gly Phe Lys Phe Gly Arg Glu Phe Leu Lys Ala Lys Ser Ala Gly 
50 55 60 



Arg Gin Val Asp Leu He He Ser Arg Phe His Asp Asn Glu Asp Thr 
65 70 75 80 



Phe Ser Ser Tyr Ala Phe Gly Asn His Val Val Phe Thr Arg Asp Pro 
85 90 95 



Glu Asn He Lys Ala Leu Leu Ala Thr Gin Phe Gly Asp Phe Ser Leu 
100 105 110 



Gly Ser Arg Val Lys Phe Phe Lys Pro Leu Leu Gly Tyr Gly lie Phe 
115 120 125 



Thr Leu Asp Gly Glu Gly Trp Lys His Ser Arg Ala Met Leu Arg Pro 
130 135 140 



Gin Phe Ala Arg Glu Gin Val Ala His Val Thr Ser Leu Glu Pro His 
145 150 155 160 



Phe Gin Leu Leu Lys Lys His He Leu Lys His Lys Gly Glu Tyr Phe 
165 170 175 



Asp He Gin Glu Leu Phe Phe Arg Phe Thr Val Asp Ser Ala Thr Glu 
180 185 190 
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Phe Leu Phe Gly Glu Ser Val His Ser Leu Arg Asp Glu Glu lie Gly 
195 200 205 



Tyr Asp Thr Lys Asp Met Ala Glu Glu Arg Arg Lys Phe Ala Asp Ala 
210 215 220 



Phe Asn Lys Ser Gin Val Tyr Leu Ser Thr Arg Val Ala Leu Gin Thr 
225 230. 235 240 



Leu Tyr Trp Leu Val Asn Asn Lys Glu Phe Lys Glu Cys Asn Asp lie 
245 250 255 



Val His Lys Phe Thr Asn Tyr Tyr Val Gin Lys Ala Leu Asp Ala Thr 
260 265 270 



Pro Glu Glu Leu Glu Lys Gin Gly Gly Tyr Val Phe Leu Tyr Glu Leu 
275 280 285 



Ala Lys Gin Thr Lys Asp Pro Asn Val Leu Arg Asp Gin Ser Leu Asn 
290 295 300 



lie Leu Leu Ala Gly Arg Asp Thr Thr Ala Gly Leu Leu Ser Phe Ala 
305 310 315 320 



Val Phe Glu Leu Ala Arg Asn Pro His lie Trp Ala Lys Leu Arg Glu 
325 330 335 



Glu lie Glu Ser His Phe Gly Leu Gly Glu Asp Ser Arg Val Glu Glu 
340 345 350 



lie Thr Phe Glu Ser Leu Lys Arg Cys Glu Tyr Leu Lys Ala Val Leu 
355 360 365 



Asn Glu Thr Leu Arg Leu His Pro Ser Val Pro Arg Asn Ala Arg Phe 
370 375 380 



Ala lie Lys Asp Thr Thr Leu Pro Arg Gly Gly Gly Pro Asn Gly Lys 
385 390 395 400 



Asp Pro lie Leu lie Arg Lys Asn Glu Val Val Gin Tyr Ser lie Ser 
405 410 415 
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Ala Thr Gin Thr Asn Pro Ala Tyr Tyr Gly Ala Asp Ala Ala Asp Phe 
420 425 430 



Arg Pro Glu Arg Trp Phe Glu Pro Ser Thr Arg Asn Leu Gly Trp Ala 
435 440 445 



Tyr Leu Pro Phe Asn Gly Gly Pro Arg lie Cys Leu Gly Gin Gin Phe 
450 455 460 



Ala Leu Thr Glu Ala Gly Tyr Val Leu Val Arg Leu Val Gin Glu Phe 
465 470 475 480 



Pro Ser Leu Ser Gin Asp Pro Glu Thr Glu Tyr Pro Pro Pro Arg Leu 
485 490 495 



Ala His Leu Thr Met Cys Leu Phe Asp Gly Ala Tyr Val Lys Met Gin 
500 505 510 

<210> 104 
<211> 499 
<212> PRT 

<213> CAN D I DAT RO P I C AL I S 
<400> 104 

Met Ala lie Ser Ser Leu Leu Ser Trp Asp Val lie Cys Val Val Phe 
15 10 15 



lie Cys Val Cys Val Tyr Phe Gly Tyr Glu Tyr Cys Tyr Thr Lys Tyr 
20 25 30 



Leu Met His Lys His Gly Ala Arg Glu lie Glu Asn Val lie Asn Asp 
35 40 45 



Gly Phe Phe Gly Phe Arg Leu Pro Leu Leu Leu Met Arg Ala Ser Asn 
50 55 60 



Glu Gly Arg Leu lie Glu Phe Ser Val Lys Arg Phe Glu Ser Ala Pro 
65 70 75 80 



His Pro Gin Asn Lys Thr Leu Val Asn Arg Ala Leu Ser Val Pro Val 
85 90 95 



He Leu Thr Lys Asp Pro Val Asn He Lys Ala Met Leu Ser Thr Gin 
100 105 110 



78 



Phe Asp Asp Phe Ser Leu Gly Leu Arg Leu His Gin Phe Ala Pro Leu 
115 120 125 



Leu Gly Lys Gly lie Phe Thr Leu Asp Gly Pro Glu Trp Lys Gin Ser 
130 135 140 



Arg Ser Met Leu Arg Pro Gin Phe Ala Lys Asp Arg Val Ser His lie 
145 150 155 160 



Leu Asp Leu Glu Pro His Phe Val Leu Leu Arg Lys His lie Asp Gly 
165 170 175 



His Asn Gly Asp Tyr Phe Asp lie Gin Glu Leu Tyr Phe Arg Phe Ser 
180 185 190 



Met Asp Val Ala Thr Gly Phe Leu Phe Gly Glu Ser Val Gly Ser Leu 
Si 195 200 205 

m 

! »3 

;S; Lys Asp Glu Asp Ala Arg Phe Leu Glu Ala Phe Asn Glu Ser Gin Lys 
210 215 220 

Q 

>\ 

\4* Tyr Leu Ala Thr Arg Ala Thr Leu His Glu Leu Tyr Phe Leu Cys Asp 
O 225 230 235 240 



Gly Phe Arg Phe Arg Gin Tyr Asn Lys Val Val Arg Lys Phe Cys Ser 
245 250 255 



Gin Cys Val His Lys Ala Leu Asp Val Ala Pro Glu Asp Thr Ser Glu 
260 265 270 



Tyr Val Phe Leu Arg Glu Leu Val Lys His Thr Arg Asp Pro Val Val 
275 280 285 



Leu Gin Asp Gin Ala Leu Asn Val Leu Leu Ala Gly Arg Asp Thr Thr 
290 295 300 



Ala Ser Leu Leu Ser Phe Ala Thr Phe Glu Leu Ala Arg Asn Asp His 
305 310 315 320 



Met Trp Arg Lys Leu Arg Glu Glu Val lie Leu Thr Met Gly Pro Ser 
325 330 335 
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Ser Asp Glu lie Thr Val Ala Gly Leu Lys Ser Cys Arg Tyr Leu Lys 
340 345 350 



Ala Ile-'iLeu-Asn- Glu Thr Leu Arg Leu Tyr Pro Ser Val Pro Arg Asn 
355 360 365 



Ala Arg Phe Ala Thr Arg Asn Thr Thr Leu Pro Arg Gly Gly Gly Pro 
370 375 380 



Asp Gly Ser Phe Pro lie Leu lie Arg Lys Gly Gin Pro Val Gly Tyr 
385 390 395 400 



Phe lie Cys ;: 'Ala Thr His Leu Asn Glu Lys Val Tyr Gly Asn Asp Ser 
405 410 415 



i|| His Val Phe Arg Pro Glu Arg Trp Ala Ala Leu Glu Gly Lys Ser Leu 
S 420 425 430 



Gly Trp Ser Tyr Leu Pro Phe Asn Gly Gly Pro Arg Ser Cys Leu Gly 
!2l 435 440 445 

&\ 

v Gin Gin Phe Ala lie Leu Glu Ala Ser Tyr Val Leu Ala Arg Leu Thr 
450 455 460 

w 

\j\ Gin Cys Tyr Thr Thr lie Gin Leu Arg Thr Thr Glu Tyr Pro Pro Lys 
465 470 475 480 

Lys Leu Val His Leu Thr Met Ser Leu Leu Asn Gly Val Tyr lie Arg 
485 490 495 



Thr Arg Thr 



<210> 105 
<211> 1712 
<212> DNA 

<213> Candida tropicalis 
<400> 105 

ggtaccgagc tcacgagttt tgggattttc gagtttggat tgtttccttt gttgattgaa 60 
ttgacgaaac cagaggtttt caagacagat aagattgggt ttatcaaaac gcagtttgaa 120 
atattccagt tggtttccaa gatatcttga agaagattga cgatttgaaa tttgaagaag 180 



80 





tggagaagat 


ctggtttgga 


ttgttggaga 


atttcaagaa 


tctcaagatt 


tactctaacg 


240 




acgggtacaa 


cgagaattgt 


attgaattga 


tcaagaacat 


gatcttggtg 


ttacagaaca 


300 




tcaagttctt 


ggaccagact 


gagaatgcca 


cagatataca 


aggcgtcatg 


tgataaaatg 


360 




gatgagattt 


atcccacaat 


tgaagaaaga 


gtttatggaa 


agtggtcaac 


cagaagctaa 


420 




acaggaagaa 


gcaaacgaag 


aggtgaaaca 


agaagaagaa 


ggtaaataag 


tattttgtat 


480 




tatataacaa 


acaaagtaag 


gaatacagat 


ttatacaata 


aattgccata 


ctagtcacgt 


540 




gagatatctc 


atccattccc 


caactcccaa 


gaaaaaaaaa 


aagtgaaaaa 


aaaaatcaaa 


600 




cccaaagatc 


aacctcccca 


tcatcatcgt 


catcaaaccc 


ccagctcaat 


tcgcaatggt 


660 




tagcacaaa:a^a;ca.tacacag 


aaagggcatc 


agcacacccc 


tccaaggttg 


cccaacgttt 


720 




attccgctta 


atggagtcca 


aaaagaccaa 


cctctgcgcc 


tcgatcgacg 


tgaccacaac 


780 


JSS. 


cgccgagttc 


ctttcgctca 


tcgacaagct , 


cggtccccac 


atctgtctcg 


tgaagacgca 


840 




catcgatatc 


atctcagact 


tcagctacga 


gggcacgatt 


gagccgttgc 


ttgtgcttgc 


900 




agagcgccac 


gggttcttga 


tattcgagga 


caggaagttt 


gctgatatcg 


gaaacaccgt 


960 




gatgttgcag 


tacacctcgg 


gggtataccg 


gatcgcggcg 


tggagtgaca 


tcacgaacgc 


1020 


si 


gcacggagtg 


actgggaagg 


gcgtcgttga 


agggttgaaa 


cgcggtgcgg 


agggggtaga 


1080 


|* 

Ci 


aaaggaaagg 


ggcgtgttga 


tgttggcgga 


gttgtcgagt 


aaaggctcgt 


tggcgcatgg 


1140 


!^ 


tgaatatacc 


cgtgagacga 


tcgagattgc 


gaagagtgat 


cgggagttcg 


tgattgggtt 


1200 


111 


catcgcgcag 


cgggacatgg 


ggggtagaga 


agaagggttt 


gattggatca 


tcatgacgcc 


1260 




tggtgtgggg 


ttggatgata 


aaggcgatgc 


gttgggccag 


cagtatagga 


ctgttgatga 


1320 




ggtggttctg 


actggtaccg 


atgtgattat 


tgtcgggaga 


gggttgtttg 


gaaaaggaag 


1380 




agaccctgag 


gtggagggaa 


agagatacag 


ggatgctgga 


tggaaggcat 


acttgaagag 


1440 




aactggtcag 


ttagaataaa 


tattgtaata 


aataggtcta 


tatacataca 


ctaagcttct 


1500 




aggacgtcat 


tgtagtcttc 


gaagttgtct 


gctagtttag 


ttctcatgat 


ttcgaaaacc 


1560 




aataacgcaa 


tggatgtagc 


agggatggtg 


gttagtgcgt 


tcctgacaaa 


cccagagtac 


1620 




gccgcctcaa 


accacgtcac 


attcgccctt 


tgcttcatcc 


gcatcacttg 


cttgaaggta 


1680 




tccacgtacg 


agttgtaata 


caccttgaag 


aa 






1712 



<210> 106 

<211> 267 

<212> PRT 

<213> CANDIDATROPICALIS 



81 



<400> 106 



Met Val Ser Thr Lys Thr Tyr Thr Glu Arg Ala Ser Ala His Pro Ser 
15 10 15 



Lys Val Ala Gin Arg Leu Phe Arg Leu Met Glu Ser Lys Lys Thr Asn 
20 25 30 



Leu Cys Ala Ser lie Asp Val Thr Thr Thr Ala Glu Phe Leu Ser Leu 
35 40 45 



lie Asp Lys Leu Gly Pro His lie Cys Leu Val Lys Thr His lie Asp 
50 55 60 



lie lie Ser Asp Phe Ser Tyr Glu Gly Thr lie Glu Pro Leu Leu Val 
65 70 75 80 



Leu Ala Glu Arg His Gly Phe Leu lie Phe Glu Asp Arg Lys Phe Ala 
85 90 95 



Asp lie Gly Asn Thr Val Met Leu Gin Tyr Thr Ser Gly Val Tyr Arg 
100 105 110 



lie Ala Ala Trp Ser Asp lie Thr Asn Ala His Gly Val Thr Gly Lys 
115 120 125 



Gly Val Val Glu Gly Leu Lys Arg Gly. Ala Glu Gly Val Glu Lys Glu 
130 135 140 



Arg Gly Val Leu Met Leu Ala Glu Leu Ser Ser Lys Gly Ser Leu Ala 
145 150 155 160 



His Gly Glu Tyr Thr Arg Glu Thr lie Glu lie Ala Lys Ser Asp Arg 
165 170 175 



Glu Phe Val lie Gly Phe He Ala Gin Arg Asp Met Gly Gly Arg Glu 
180 185 190 



Glu Gly Phe Asp Trp He He Met Thr Pro Gly Val Gly Leu Asp Asp 
195 200 205 



Lys Gly Asp Ala Leu Gly Gin Gin Tyr Arg Thr Val Asp Glu Val Val 
210 215 220 



82 





Leu Thr Gly Thr Asp Val He He Val Gly Arg 
225 230 235 


Gly Leu Phe Gly Lys 
240 






Gly Arg Asp Pro Glu Val Glu Gly Lys Arg Tyr 
245 250 


Arg Asp Ala Gly Trp 
255 






Lys Ala Tyr Leu Lys Arg Thr Gly Gin Leu Glu 
260 265 










<210> 107 
<211> 473 
<212> DNA 

<213> Artificial Sequence 












<220> 

<223> Description of 


Artificial 


Sequence : Primer 








<400> 107 
gtcaaagcaa 


attgttggcc 


caagcagact 


cttggaccac 


cgttgaatgg 


aacataagcc 


60 




cagcccaact 


tcttagtaga 


tggttcaaac 


catctttctg 


gtctgaagtc 


gttagcgtcc 


120 


m 


ttaccgtagt 


attcttccaa 


acggtgggtc 


ttgtagacaa 


cgtaagcaac 


agtggagcct 


180 




ttaggaatgt 


agattgggtc 


ggtaccgtta 


gcaccaccac 


ctcttggcaa 


agtggtgtct 


240 


Ul 
i™" 


ctggtggcgg 


ttctaaagtt 


gacaggaaca 


gatgggtaca 


tacgcaaggt 


ttcgttaagg 


300 


y= 


atagccttca 


agtattcaca 


tctcttcaag 


gcttcgaaag 


taatttcttc 


aacgcgggag 


360 


tcttcaccaa 


caccaaagtt 


aacttcgatt 


tcttctctca 


acttggacca 


catctctggg 


420 




tgtctagcca 


attcaaacaa 


agcaaaggac 


aacaaacccg 


cggtggtgtc 


tct 


473 




<210> 108 
<211> 540 
<212> DNA 

<213> Candida tropicalis 












<400> 108 
tactaacttg 


ttgaggatct 


tataaccata 


cagcaacacg 


gtcacaacat 


gtagtagttt 


60 




gttgaggaac 


gtatgtgttt 


ctgagcgcag 


aactactttt 


tcaacccacg 


acgaggtcag 


ion 

12V 




tgtttgttca 


acatgctgtt 


gcgaaagcca 


tagcagttac 


ctaccttccg 


agaggtcaag 


180 




ttctttctcc 


cgtcccgagt 


tctcatgttg 


ctaatgttca 


aactggtgag 


gttcttgggt 


240 




tcgcacccgt 


ggatgcagtc 


ataagaaaag 


ccgtggtcct 


agcagcactg 


gtttctaggt 


300 




ctcttatagt 


ttcgataaaa 


ccgttgggtc 


aaaccactaa 


aaagaaaccc 


gttctccgtg 


360 
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tgagaaaaat tcggaaacaa tccactaccc tagaagtgta acctgccgct tccgaccttc 420 



gtgtcgtctc ggtacaactc tggtgtcaaa cggtctcttg ttcaacgagt acactgcagc 480 
aaccttggtg tgaaggtcaa caacttcttc gtataagaat tcgtgttccc acttatgaaa 540 



<210> 109 
<211> 29 
<212> DNA 

<213> Bacteriophage T7 
<400> 109 

ggatcctaat acgactcact atagggagg 29 



<210> 110- 

<211> 523 - 

<212> PRT 

<213> CANDIDATROPICALIS 



\t <400> 110 



\i Met Ala Thr Gin Glu He He Asp Ser Val Leu Pro Tyr Leu Thr Lys 

si 

]S; Trp Tyr Thr Val He Thr Ala Ala Val Leu Val Phe Leu He Ser Thr 
W 20 25 30 

I: 

p Asn He Lys Asn Tyr Val Lys Ala Lys Lys Leu Lys Cys Val Asp Pro 
Uh 35 4 0 4 5 

id 

s Pro Tyr Leu Lys Asp Ala Gly Leu Thr Gly He Ser Ser Leu lie Ala 
} ** 50 55 60 



Ala He Lys Ala Lys Asn Asp Gly Arg Leu Ala Asn Phe Ala Asp Glu 
65 70 75 80 



Val Phe Asp Glu Tyr Pro Asn His Thr Phe Tyr Leu Ser Val Ala Gly 
85 90 95 



Ala Leu Lys He Val Met Thr Val Asp Pro Glu Asn He Lys Ala Val 
100 105 110 



Leu Ala Thr Gin Phe Thr Asp Phe Ser Leu Gly Thr Arg His Ala His 
115 120 125 



Phe Ala Pro Leu Leu Gly Asp Gly He Phe Thr Leu Asp Gly Glu Gly 
130 135 140 
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Trp Lys His Ser Arg Ala Met Leu Arg Pro Gin Phe Ala Arg Asp Gin 
145 150 155 160 



He Gly His Val Lys Ala Leu Glu Pro His He Gin He Met Ala Lys 
165 170 175 



Gin He Lys Leu Asn Gin Gly Lys Thr Phe Asp He Gin Glu Leu Phe 
180 185 190 



Phe Arg Phe Thr Val Asp Thr Ala Thr Glu Phe Leu Phe Gly Glu Ser 
195 200 205 



Val His Ser Leu Tyr Asp Glu Lys Leu Gly He Pro Thr Pro Asn Glu 
210 215 220 



He Pro Gly Arg Glu Asn Phe Ala Ala Ala Phe Asn Val Ser Gin His 
225 230 235 240 



Tyr Leu Ala Thr Arg Ser Tyr Ser Gin Thr Phe Tyr Phe Leu Thr Asn 
245 250 255 



Pro Lys Glu Phe Arg Asp Cys Asn Ala Lys Val His His Leu Ala Lys 
260 265 270 



Tyr Phe Val Asn Lys Ala Leu Asn Phe Thr Pro Glu Glu Leu Glu Glu 
275 280 285 



Lys Ser Lys Ser Gly Tyr Val Phe Leu Tyr Glu Leu Val Lys Gin Thr 
290 295 300 



Arg Asp Pro Lys Val Leu Gin Asp Gin Leu Leu Asn He Met Val Ala 
305 310 315 320 



Gly Arg Asp Thr Thr Ala Gly Leu Leu Ser Phe Ala Leu Phe Glu Leu 
325 330 335 



Ala Arg His Pro Glu Met Trp Ser Lys Leu Arg Glu Glu He Glu Val 
340 345 350 



Asn Phe Gly Val Gly Glu Asp Ser Arg Val Glu Glu He Thr Phe Glu 
355 360 365 
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Ala Leu Lys Arg Cys Glu Tyr Leu Lys Ala lie Leu Asn Glu Thr Leu 
370 375 380 



Arg Met Tyr Pro Ser Val Pro Val Asn Phe Arg Thr Ala Thr Arg Asp 
385 390 395 400 



Thr Thr Leu Pro Arg Gly Gly Gly Ala Asn Gly Thr Asp Pro lie Tyr 
405 410 415 



lie Pro Lys Gly Ser Thr Val Ala Tyr Val Val Tyr Lys Thr His Arg 
420 425 430 



Leu Glu tilu : -Tyr Tyr Gly Lys Asp Ala Asn Asp Phe Arg Pro Glu Arg 
435 , 440 445 



Trp Phe Glu Pro Ser Thr Lys Lys Leu Gly Trp Ala Tyr Val Pro Phe 
450 455 460 



Asn Gly Gly Pro Arg Val Cys Leu Gly Gin Gin Phe Ala Leu Thr Glu 
465 470 475 480 



Ala Ser Tyr Val lie Thr Arg Leu Ala Gin Met Phe Glu Thr Val Ser 
485 490 495 



Ser Asp Pro Gly Leu Glu Tyr Pro Pro Pro Lys Cys lie His Leu Thr 
500 505 510 



Met Ser His Asn Asp Gly Val Phe Val Lys Met 
515 520 

<210> 111 
<211> 540 
<212> PRT 

<213> CAN D I DAT RO P I C AL I S 
<400> 111 

Met Ser Ser Ser Pro Ser Phe Ala Gin Glu Val Leu Ala Thr Thr Ser 
15 10 15 



Pro Tyr lie Glu Tyr Phe Leu Asp Asn Tyr Thr Arg Trp Tyr Tyr Phe 
20 25 30 



lie Pro Leu Val Leu Leu Ser Leu Asn Phe lie Ser Leu Leu His Thr 
35 40 45 
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Lys Tyr Leu Glu Arg Arg Phe His Ala Lys Pro Leu Gly Asn Val Val 
50 55 60 



Leu Asp Pro Thr Phe Gly lie Ala Thr Pro Leu lie Leu lie Tyr Leu 
65 70 75 80 



Lys Ser Lys Gly Thr Val Met Lys Phe Ala Trp Ser Phe Trp Asn Asn 
85 90 95 



Lys Tyr lie Val Lys Asp Pro Lys Tyr Lys Thr Thr Gly Leu Arg lie 
100 105 110 



Val Gly Leu Pro Leu lie Glu Thr lie Asp Pro Glu Asn lie Lys Ala 
115 120 125 



Val Leu Ala Thr Gin Phe Asn Asp Phe Ser Leu Gly Thr Arg His Asp 
130 135 140 



Phe Leu Tyr Ser Leu Leu Gly Asp Gly lie Phe Thr Leu Asp Gly Ala 
145 150 155 160 



Gly Trp Lys His Ser Arg Thr Met Leu Arg Pro Gin Phe Ala Arg Glu 
165 170 175 



Gin Val Ser His Val Lys Leu Leu Glu Pro His Val Gin Val Phe Phe 
180 185 190 



Lys His Val Arg Lys His Arg Gly Gin Thr Phe Asp lie Gin Glu Leu 
195 200 205 



Phe Phe Arg Leu Thr Val Asp Ser Ala Thr Glu Phe Leu Phe Gly Glu 
210 215 220 



Ser Ala Glu Ser Leu Arg Asp Asp Ser Val Gly Leu Thr Pro Thr Thr 
225 230 235 240 



Lys Asp Phe Glu Gly Arg Gly Asp Phe Ala Asp Ala Phe Asn Tyr Ser 
245 250 255 



Gin Thr Tyr Gin Ala Tyr Arg Phe Leu Leu Gin Gin Met Tyr Trp lie 
260 265 270 
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Leu Asn Gly Ala Glu Phe Arg Lys Ser lie Ala lie Val His Lys Phe 
275 280 285 



Ala Asp His Tyr' Val Gin Lys Ala Leu Glu Leu Thr Asp Asp Asp Leu 
290 295 300 



Gin Lys Gin Asp Gly Tyr Val Phe Leu Tyr Glu Leu Ala Lys Gin Thr 
305 310 315 320 



Arg Asp Pro Lys Val Leu Arg Asp Gin Leu Leu Asn lie Leu Val Ala 
325 330 335 



Gly Arg Asp' Thr Thr Ala Gly Leu Leu Ser Phe Val Phe Tyr Glu Leu 
340 345 350 



Ser Arg Asn Pro Glu Val Phe Ala Lys Leu Arg Glu Glu Val Glu Asn 
355 360 365 



Arg Phe Gly Leu Gly Glu Glu Ala Arg Val Glu Glu lie Ser Phe Glu 
370 375 380 



Ser Leu Lys Ser Cys Glu Tyr Leu Lys Ala Val lie Asn Glu Ala Leu 
385 390 395 400 



Arg Leu Tyr Pro Ser Val Pro His Asn Phe Arg Val Ala Thr Arg Asn 
405 410 415 



Thr Thr Leu Pro Arg Gly Gly Gly Lys Asp Gly Cys Ser Pro lie Val 
420 425 430 



Val Lys Lys Gly Gin Val Val Met Tyr Thr Val He Gly Thr His Arg 
435 440 445 



Asp Pro Ser He Tyr Gly Ala Asp Ala Asp Val Phe Arg Pro Glu Arg 
450 • 455 460 



Trp Phe Glu Pro Glu Thr Arg Lys Leu Gly Trp Ala Tyr Val Pro Phe 
465 470 475 480 



Asn Gly Gly Pro Arg He Cys Leu Gly Gin Gin Phe Ala Leu Thr Glu 
485 490 495 
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Ala Ser Tyr Val Thr Val Arg Leu Leu Gin Glu Phe Gly Asn Leu Ser 
500 505 510 



Ser Asp Pro Asn Ala Glu Tyr Pro Pro Lys Leu Gin Asn Thr Leu Thr 

515-' ' 520 525 



Leu Ser Leu Phe Asp Gly Ala Asp Val Arg Met Phe 
530 535 540 



<210> 112 
<211> 517 
<212> PRT 

< 2 1 3 > CAN D I DAT RO P I C AL I S 
<400> l'l-2^ : ' :; 

Met lie Glu Gin Leu Leu Glu Tyr Trp Tyr Val Val Val Pro Val Leu 
15 10 15 



Tyr lie lie Lys Gin Leu Leu Ala Tyr Thr Lys Thr Arg Val Leu Met 
20 25 30 



Lys Lys Leu Gly Ala Ala Pro Val Thr Asn Lys Leu Tyr Asp Asn Ala 
35 40 45 



Phe Gly lie Val Asn Gly Trp Lys Ala Leu Gin Phe Lys Lys Glu Gly 
50 55 60 



Arg Ala Gin Glu Tyr Asn Asp Tyr Lys Phe Asp His Ser Lys Asn Pro 
65 70 75 80 



Ser Val Gly Thr Tyr Val Ser He Leu Phe Gly Thr Arg He Val Val 
85 90 95 



Thr Lys Asp Pro Glu Asn He Lys Ala He Leu Ala Thr Gin Phe Gly 
100 105 110 



Asp Phe Ser Leu Gly Lys Arg His Thr Leu Phe Lys Pro Leu Leu Gly 
115 120 125 



Asp Gly He Phe Thr Leu Asp Gly Glu Gly Trp Lys His Ser Arg Ala 
130 135 140 



Met Leu Arg Pro Gin Phe Ala Arg Glu Gin Val Ala His Val Thr Ser 
145 150 155 160 
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Leu Glu Pro His Phe Gin Leu Leu Lys Lys His lie Leu Lys His Lys 
165 170 175 



Gly Glu Tyr Phe Asp lie Gin Glu Leu Phe Phe Arg Phe Thr Val Asp 
180 185 190 



Ser Ala Thr Glu Phe Leu Phe Gly Glu Ser Val His Ser Leu Lys Asp 
195 200 205 



Glu Ser lie Gly lie Asn Gin Asp Asp lie Asp Phe Ala Gly Arg Lys 
210 215 220 



Asp Phe Ala Glu Ser Phe Asn Lys Ala Gin Glu Tyr Leu Ala lie Arg 
225 230 235 240 



Thr Leu Val Gin Thr Phe Tyr Trp Leu Val Asn Asn Lys Glu Phe Arg 
245 250 255 



Asp Cys Thr Lys Ser Val His Lys Phe Thr Asn Tyr Tyr Val Gin Lys 
260 265 270 



Ala Leu Asp Ala Ser Pro Glu Glu Leu Glu Lys Gin Ser Gly Tyr Val 
275 280 285 



Phe Leu Tyr Glu Leu Val Lys Gin Thr Arg Asp Pro Asn Val Leu Arg 
290 295 300 



Asp Gin Ser Leu Asn lie Leu Leu Ala Gly Arg Asp Thr Thr Ala Gly 
305 310 315 320 



Leu Leu Ser Phe Ala Val Phe Glu Leu Ala Arg His Pro Glu lie Trp 
325 330 335 



Ala Lys Leu Arg Glu Glu lie Glu Gin Gin Phe Gly Leu Gly Glu Asp 
340 345 350 



Ser Arg Val Glu Glu lie Thr Phe Glu Ser Leu Lys Arg Cys Glu Tyr 
355 360 365 



Leu Lys Ala Phe Leu Asn Glu Thr Leu Arg lie Tyr Pro Ser Val Pro 
370 375 380 
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Arg Asn Phe Arg lie Ala Thr Lys Asn Thr Thr Leu Pro Arg Gly Gly 
385 390 395 400 



Gly Ser Asp Gly Thr Ser Pro lie Leu lie Gin Lys Gly Glu Ala Val 
405 410 415 



Ser Tyr Gly lie Asn Ser Thr His Leu Asp Pro Val Tyr Tyr Gly Pro 
420 425 430 



Asp Ala Ala Glu Phe Arg Pro Glu Arg Trp Phe Glu Pro Ser Thr Lys 
435 440 445 



Lys Leu "GTy- Trp Ala Tyr Leu Pro Phe Asn Gly Gly Pro Arg lie Cys 
450 455 460 



Leu Gly Gin Gin Phe Ala Leu Thr Glu Ala Gly Tyr Val Leu Val Arg 
465 470 475 480 



Leu Val Gin Glu Phe Ser His Val Arg Ser Asp Pro Asp Glu Val Tyr 
485 490 495 



Pro Pro Lys Arg Leu Thr Asn Leu Thr Met Cys Leu Gin Asp Gly Ala 
500 505 510 



lie Val Lys Phe Asp 
515 

<210> 113 
<211> 517 
<212> PRT 

<213> CAN D I DAT RO P I C AL I S 
<400> 113 

Met lie Glu Gin lie Leu Glu Tyr Trp Tyr lie Val Val Pro Val Leu 
15 10 15 



Tyr lie lie Lys Gin Leu lie Ala Tyr Ser Lys Thr Arg Val Leu Met 
20 25 30 



Lys Gin Leu Gly Ala Ala Pro lie Thr Asn Gin Leu Tyr Asp Asn Val 
35 40 45 



Phe Gly He Val Asn Gly Trp Lys Ala Leu Gin Phe Lys Lys Glu Gly 
50 55 60 
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Arg Ala Gin Glu Tyr Asn Asp His Lys Phe Asp Ser Ser Lys Asn Pro 
65 70 75 80 



Ser Val Gly Thr Tyr Val Ser He Leu Phe Gly Thr Lys He Val Val 
85 90 95 



Thr Lys Asp Pro Glu Asn He Lys Ala He Leu Ala Thr Gin Phe Gly 
100 105 110 



Asp Phe Ser Leu Gly Lys Arg His Ala Leu Phe Lys Pro Leu Leu Gly 
115 120 125 



Asp Gly He Phe Thr Leu Asp Gly Glu Gly Trp Lys His Ser Arg Ser 
130 135 140 



Met Leu Arg Pro Gin Phe Ala Arg Glu Gin Val Ala His Val Thr Ser 
145 150 155 160 



Leu Glu Pro His Phe Gin Leu Leu Lys Lys His He Leu Lys His Lys 
165 170 175 



Gly Glu Tyr Phe Asp He Gin Glu Leu Phe Phe Arg Phe Thr Val Asp 
180 185 190 



Ser Ala Thr Glu Phe Leu Phe Gly Glu Ser Val His Ser Leu Lys Asp 
195 200 205 



Glu Thr He Gly He Asn Gin Asp Asp He Asp Phe Ala Gly Arg Lys 
210 215 220 



Asp Phe Ala Glu Ser Phe Asn Lys Ala Gin Glu Tyr Leu Ser He Arg 
225 230 235 240 



He Leu Val Gin Thr Phe Tyr Trp Leu He Asn Asn Lys Glu Phe Arg 
245 250 255 



Asp Cys Thr Lys Ser Val His Lys Phe Thr Asn Tyr Tyr Val Gin Lys 
260 265 270 



Ala Leu Asp Ala Thr Pro Glu Glu Leu Glu Lys Gin Gly Gly Tyr Val 
275 280 285 
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Phe Leu Tyr Glu Leu Val Lys Gin Thr Arg Asp Pro Lys Val Leu Arg 
290 295 300 



Asp Gin Ser Leu Asn lie Leu Leu Ala Gly Arg Asp Thr Thr Ala Gly 
305 310 315 320 



Leu Leu Ser Phe Ala Val Phe Glu Leu Ala Arg Asn Pro His lie Trp 
325 330 335 



Ala Lys Leu Arg Glu Glu lie Glu Gin Gin Phe Gly Leu Gly Glu Asp 
340 345 350 



Ser Arg Val Glu Glu lie Thr Phe Glu Ser Leu Lys Arg Cys Glu Tyr 
355 360 365 



Leu Lys Ala Phe Leu Asn Glu Thr Leu Arg Val Tyr Pro Ser Val Pro 
370 375 380 



Arg Asn Phe Arg lie Ala Thr Lys Asn Thr Thr Leu Pro Arg Gly Gly 
385 390 395 400 



Gly Pro Asp Gly Thr Gin Pro lie Leu lie Gin Lys Gly Glu Gly Val 
405 410 415 



Ser Tyr Gly lie Asn Ser Thr His Leu Asp Pro Val Tyr Tyr Gly Pro 
420" 425 430 



Asp Ala Ala Glu Phe Arg Pro Glu Arg Trp Phe Glu Pro Ser Thr Arg 
435 440 445 



Lys Leu Gly Trp Ala Tyr Leu Pro Phe Asn Gly Gly Pro Arg lie Cys 
450 455 460 



Leu Gly Gin Gin Phe Ala Leu Thr Glu Ala Gly Tyr Val Leu Val Arg 
465 470 475 480 



Leu Val Gin Glu Phe Ser His lie Arg Ser Asp Pro Asp Glu Val Tyr 
485 490 495 



Pro Pro Lys Arg Leu Thr Asn Leu Thr Met Cys Leu Gin Asp Gly Ala 
500 505 510 
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lie Val Lys Phe Asp 
515 



<210> 114 
<211> 5*2-^- 
<212> PRT 

<213> CAN D I DAT RO P I C AL I S 
<400> 114 

Met Leu Asp Gin lie Leu His Tyr Trp Tyr lie Val Leu Pro Leu Leu 
15 10 15 



Ala He He Asn Gin He Val Ala His Val Arg Thr Asn Tyr Leu Met 

. - ,20- 25 30 



Lys Lys Leu Gly Ala Lys Pro Phe Thr His Val Gin Arg Asp Gly Trp 
35 40 45 



Leu Gly Phe Lys Phe Gly Arg Glu Phe Leu Lys Ala Lys Ser Ala Gly 
50 55 60 



Arg Ser Val Asp Leu He He Ser Arg Phe His Asp Asn Glu Asp Thr 
65 70 75 80 



Phe Ser Ser Tyr Ala Phe Gly Asn His Val Val Phe Thr Arg Asp Pro 
85 90 95 



Glu Asn He Lys Ala Leu Leu Ala Thr Gin Phe Gly Asp Phe Ser Leu 
100 105 110 



Gly Ser Arg Val Lys Phe Phe Lys Pro Leu Leu Gly Tyr Gly He Phe 
115 120 125 



Thr Leu Asp Ala Glu Gly Trp Lys His Ser Arg Ala Met Leu Arg Pro 
130 135 140 



Gin Phe Ala Arg Glu Gin Val Ala His Val Thr Ser Leu Glu Pro His 
145 150 155 160 



Phe Gin Leu Leu Lys Lys His He Leu Lys His Lys Gly Glu Tyr Phe 
165 170 175 



Asp He Gin Glu Leu Phe Phe Arg Phe Thr Val Asp Ser Ala Thr Glu 
180 185 190 
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Phe Leu Phe Gly Glu Ser Val His Ser Leu Lys Asp Glu Glu lie Gly 
195 200 205 



Tyr Asp Thr Lys Asp Met Ser Glu Glu Arg Arg Arg Phe Ala Asp Ala 
210 215 220 



Phe Asn Lys Ser Gin Val Tyr Val Ala Thr Arg Val Ala Leu Gin Asn 
225 230 235 240 



Leu Tyr Trp Leu Val Asn Asn Lys Glu Phe Lys Glu Cys Asn Asp lie 
245 250 255 



Val His Lys Phe Thr Asn Tyr Tyr Val Gin Lys Ala Leu Asp Ala Thr 
260 265 270 



Pro Glu Glu Leu Glu Lys Gin Gly Gly Tyr Val Phe Leu Tyr Glu Leu 
275 280 285 



Val Lys Gin Thr Arg Asp Pro Lys Val Leu Arg Asp Gin Ser Leu Asn 
290 295 300 



lie Leu Leu Ala Gly Arg Asp Thr Thr Ala Gly Leu Leu Ser Phe Ala 
305 310 315 320 



Val Phe Glu Leu Ala Arg Asn Pro His lie Trp Ala Lys Leu Arg Glu 
325 330 335 



Glu lie Glu Gin Gin Phe Gly Leu Gly Glu Asp Ser Arg Val Glu Glu 
340 345 350 



lie Thr Phe Glu Ser Leu Lys Arg Cys Glu Tyr Leu Lys Ala Val Leu 
355 360 365 



Asn Glu Thr Leu Arg Leu His Pro Ser Val Pro Arg Asn Ala Arg Phe 
370 375 380 



Ala lie Lys Asp Thr Thr Leu Pro Arg Gly Gly Gly Pro Asn Gly Lys 
385 390 395 400 



Asp Pro lie Leu lie Arg Lys Asp Glu Val Val Gin Tyr Ser lie Ser 
405 410 415 
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Ala Thr Gin Thr Asn Pro Ala Tyr Tyr Gly Ala Asp Ala Ala Asp Phe 
420 425 430 



Arg Pro Glu Arg Trp Phe Glu Pro Ser Thr Arg Asn Leu Gly Trp Ala 
435 440 445 



Phe Leu Pro Phe Asn Gly Gly Pro Arg lie Cys Leu Gly Gin Gin Phe 
450 455 460 



Ala Leu Thr Glu Ala Gly Tyr Val Leu Val Arg Leu Val Gin Glu Phe 
465 470 475 480 



Pro Asn Leu Ser Gin Asp Pro Glu Thr Lys Tyr Pro Pro Pro Arg Leu 
485 490 495 



Ala His Leu Thr Met Cys Leu Phe Asp Gly Ala His Val Lys Met Ser 
500 505 510 

<210> 115 
<211> 512 
<212> PRT 

<213> CAN D I DAT RO P I C AL I S 
<400> 115 

Met Leu Asp Gin lie Phe His Tyr Trp Tyr lie Val Leu Pro Leu Leu 
15 10 15 



Val lie lie Lys Gin lie Val Ala His Ala Arg Thr Asn Tyr Leu Met 
20 25 30 



Lys Lys Leu Gly Ala Lys Pro Phe Thr His Val Gin Leu Asp Gly Trp 
35 40 45 



Phe Gly Phe Lys Phe Gly Arg Glu Phe Leu Lys Ala Lys Ser Ala Gly 
50 55 60 



Arg Gin Val Asp Leu lie lie Ser Arg Phe His Asp Asn Glu Asp Thr 
65 70 75 80 



Phe Ser Ser Tyr Ala Phe Gly Asn His Val Val Phe Thr Arg Asp Pro 
85 90 95 



Glu Asn lie Lys Ala Leu Leu Ala Thr Gin Phe Gly Asp Phe Ser Leu 
100 105 110 
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Gly Ser Arg Val Lys Phe Phe Lys Pro Leu Leu Gly Tyr Gly lie Phe 
115 120 125 



Thr Leu Asp Gly Glu Gly Trp Lys His Ser Arg Ala Met Leu Arg Pro 
130 135 140 



Gin Phe Ala Arg Glu Gin Val Ala His Val Thr Ser Leu Glu Pro His 
145 150 155 160 



Phe Gin Leu Leu Lys Lys His lie Leu Lys His Lys Gly Glu Tyr Phe 
165 170 175 



Asp lie Gin Glu Leu Phe Phe Arg Phe Thr Val Asp Ser Ala Thr Glu 
180 185 190 



Phe Leu Phe Gly Glu Ser Val His Ser Leu Arg Asp Glu Glu lie Gly 
195 200 205 



Tyr Asp Thr Lys Asp Met Ala Glu Glu Arg Arg Lys Phe Ala Asp Ala 
210 215 220 



Phe Asn Lys Ser Gin Val Tyr Leu Ser Thr Arg Val Ala Leu Gin Thr 
225 230 235 240 



Leu Tyr Trp Leu Val Asn Asn Lys Glu Phe Lys Glu Cys Asn Asp lie 
245 250 255 



Val His Lys Phe Thr Asn Tyr Tyr Val Gin Lys Ala Leu Asp Ala Thr 
260 265 270 



Pro Glu Glu Leu Glu Lys Gin Gly Gly Tyr Val Phe Leu Tyr Glu Leu 
275 280 285 



Ala Lys Gin Thr Lys Asp Pro Asn Val Leu Arg Asp Gin Ser Leu Asn 
290 295 300 



lie Leu Leu Ala Gly Arg Asp Thr Thr Ala Gly Leu Leu Ser Phe Ala 
305 310 315 320 



Val Phe Glu Leu Ala Arg Asn Pro His lie Trp Ala Lys Leu Arg Glu 
325 330 335 
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Glu lie Glu Ser His Phe Gly Ser Gly Glu Asp Ser Arg Val Glu Glu 
340 345 350 



lie Thr" Phe. Glu Ser Leu Lys Arg Cys Glu Tyr Leu Lys Ala Val Leu 
355 360 365 



Asn Glu Thr Leu Arg Leu His Pro Ser Val Pro Arg Asn Ala Arg Phe 
370 375 380 



Ala lie Lys Asp Thr Thr Leu Pro Arg Gly Gly Gly Pro Asn Gly Lys 
385 390 395 400 



Asp Pro -I : l'e- :: Leu- lie Arg Lys Asn Glu Val Val Gin Tyr Ser lie Ser 
405 410 415 



Ala Thr Gin Thr Asn Pro Ala Tyr Tyr Gly Ala Asp Ala Ala Asp Phe 
420 425 430 



Arg Pro Glu Arg Trp Phe Glu Pro Ser Thr Arg Asn Leu Gly Trp Ala 
435 440 445 



Tyr Leu Pro Phe Asn Gly Gly Pro Arg lie Cys Leu Gly Gin Gin Phe 
450 455 460 



Ala Leu Thr Glu Ala Gly Tyr Val Leu Val Arg Leu Val Gin Glu Phe 
465 470 475 480 



Pro Ser Leu Ser Gin Asp Pro Glu Thr Glu Tyr Pro Pro Pro Arg Leu 
485 490 495 



Ala His Leu Thr Met Cys Leu Phe Asp Gly Ala Tyr Val Lys Met Gin 
500 505 510 

<210> 116 
<211> 499 
<212> PRT 

<213> CAN D I DAT RO P I C AL I S 
<400> 116 

Met Ala lie Ser Ser Leu Leu Ser Trp Asp Val lie Cys Val Val Phe 
15 10 15 



lie Cys Val Cys Val Tyr Phe Gly Tyr Glu Tyr Cys Tyr Thr Lys Tyr 
20 25 30 
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Leu Met His Lys His Gly Ala Arg Glu lie Glu Asn Val lie Asn Asp 
35 40 45 



Gly Phe Phe Gly Phe Arg Leu Pro Leu Leu Leu Met Arg Ala Ser Asn 
50 - 55 60 



Glu Gly Arg Leu lie Glu Phe Ser Val Lys Arg Phe Glu Ser Ala Pro 
65 70 75 80 



His Pro Gin Asn Lys Thr Leu Val Asn Arg Ala Leu Ser Val Pro Val 
85 90 95 

■ • ■' . 

lie Leu Thr Lys Asp Pro Val Asn lie Lys Ala Met Leu Ser Thr Gin 
100 105 110 



Phe Asp Asp Phe Ser Leu Gly Leu Arg Leu His Gin Phe Ala Pro Leu 
115 120 125 



Leu Gly Lys Gly lie Phe Thr Leu Asp Gly Pro Glu Trp Lys Gin Ser 
130 135 140 



Arg Ser Met Leu Arg Pro Gin Phe Ala Lys Asp Arg Val Ser His lie 
145 150 155 160 



Ser Asp Leu Glu Pro His Phe Val Leu Leu Arg Lys His lie Asp Gly 
165 170 175 



His Asn Gly Asp Tyr Phe Asp lie Gin Glu Leu Tyr Phe Arg Phe Ser 
180 185 190 



Met Asp Val Ala Thr Gly Phe Leu Phe Gly Glu Ser Val Gly Ser Leu 
195 200 205 



Lys Asp Glu Asp Ala Arg Phe Ser Glu Ala Phe Asn Glu Ser Gin Lys 
210 215 220 



Tyr Leu Ala Thr Arg Ala Thr Leu His Glu Leu Tyr Phe Leu Cys Asp 
225 230 235 240 



Gly Phe Arg Phe Arg Gin Tyr Asn Lys Val Val Arg Lys Phe Cys Ser 
245 250 255 
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Gin Cys Val His Lys Ala Leu Asp Val Ala Pro Glu Asp Thr Ser Glu 
260 265 270 



Tyr Val Phe Leu Arg Glu Leu Val Lys His Thr Arg Asp Pro Val Val 
275 280 285 



Leu Gin Asp Gin Ala Leu Asn Val Leu Leu Ala Gly Arg Asp Thr Thr. 
290 295 300 



Ala Ser Leu Leu Ser Phe Ala Thr Phe Glu Leu Ala Arg Asn Asp His 
305 310 315 320 



Met Trp Af^-Lys Leu Arg Glu Glu Val lie Ser Thr Met Gly Pro Ser 
325 330 335 



Ser Asp Glu lie Thr Val Ala Gly Leu Lys Ser Cys Arg Tyr Leu Lys 
340 345 350 



Ala lie Leu Asn Glu Thr Leu Arg Leu Tyr Pro Ser Val Pro Arg Asn 
355 360 365 



Ala Arg Phe Ala Thr Arg Asn Thr Thr Leu Pro Arg Gly Gly Gly Pro 
370 375 380 



Asp Gly Ser Phe Pro lie Leu lie Arg Lys Gly Gin Pro Val Gly Tyr 
385 390 395 400 



Phe lie Cys Ala Thr His Leu Asn Glu Lys Val Tyr Gly Asn Asp Ser 
405 410 415 



His Val Phe Arg Pro Glu Arg Trp Ala Ala Leu Glu Gly Lys Ser Leu 
420 425 430 



Gly Trp Ser Tyr Leu Pro Phe Asn Gly Gly Pro Arg Ser Cys Leu Gly 
435 440 445 



Gin Gin Phe Ala lie Leu Glu Ala Ser Tyr Val Leu Ala Arg Leu Thr 
450 455 460 



Gin Cys Tyr Thr Thr lie Gin Leu Arg Thr Thr Glu Tyr Pro Pro Lys 
465 470 475 480 
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Lys Leu Val His Leu Thr Met Ser Leu Leu Asn Gly Val Tyr lie Arg 
485 490 495 



Thr Arg Thr 



<210> 117 
<211> 679 
<212> PRT 

<213> C AN D I DAT RO P I C AL I S 
<400> 117 

Met Ala Leu Asp Lys Leu Asp Leu Tyr Val lie lie Thr Leu Val Val 
15 10 15 



Ala Val Ala Ala Tyr Phe Ala Lys Asn Gin Phe Leu Asp Gin Pro Gin 
20 25 30 



Asp Thr Gly Phe Leu Asn Thr Asp Ser Gly Ser Asn Ser Arg Asp Val 
35 40 45 



Leu Ser Thr Leu Lys Lys Asn Asn Lys Asn Thr Leu Leu Leu Phe Gly 
50 55 60 



Ser Gin Thr Gly Thr Ala Glu Asp Tyr Ala Asn Lys Leu Ser Arg Glu 
65 70 75 80 



Leu His Ser Arg Phe Gly Leu Lys Thr Met Val Ala Asp Phe Ala Asp 
85 90 95 



Tyr Asp Trp Asp Asn Phe Gly Asp lie Thr Glu Asp lie Leu Val Phe 
100 105 110 



Phe lie Val Ala Thr Tyr Gly Glu Gly Glu Pro Thr Asp Asn Ala Asp 
115 120 125 



Glu Phe His Thr Trp Leu Thr Glu Glu Ala Asp Thr Leu Ser Thr Leu 
130 135 140 



Lys Tyr Thr Val Phe Gly Leu Gly Asn Ser Thr Tyr Glu Phe Phe Asn 
145 150 155 160 



Ala lie Gly Arg Lys Phe Asp Arg Leu Leu Ser Glu Lys Gly Gly Asp 
165 170 175 



101 



# 



Arg Phe Ala Glu Tyr Ala Glu Gly Asp Asp Gly Thr Gly Thr Leu Asp 
180 185 190 



Glu Asp Phe Met Ala Trp Lys Asp Asn Val Phe Asp Ala Leu Lys Asn 
195 200 205 



Asp Leu Asn Phe Glu Glu Lys Glu Leu Lys Tyr Glu Pro Asn Val Lys 
210 215 220 



Leu Thr Glu Arg Asp Asp Leu Ser Ala Ala Asp Ser Gin Val Ser Leu 
225 230 235 240 



Gly Glu Pro Asn Lys Lys Tyr lie Asn Ser Glu Gly lie Asp Leu Thr 
245 250 255 



Lys Gly Pro Phe Asp His Thr His Pro Tyr Leu Ala Arg lie Thr Glu 
260 265 270 



Thr Arg Glu Leu Phe Ser Ser Lys Asp Arg His Cys lie His Val Glu 
275 280 285 



Phe Asp lie Ser Glu Ser Asn Leu Lys Tyr Thr Thr Gly Asp His Leu 
290 295 300 



Ala lie Trp Pro Ser Asn Ser Asp Glu Asn lie Lys Gin Phe Ala Lys 
305 310 315 320 



Cys Phe Gly Leu Glu Asp Lys Leu Asp Thr Val lie Glu Leu Lys Ala 
325 330 335 



Leu Asp Ser Thr Tyr Thr lie Pro Phe Pro Thr Pro lie Thr Tyr Gly 
340 345 350 



Ala Val lie Arg His His Leu Glu lie Ser Gly Pro Val Ser Arg Gin 
355 360 365 



Phe Phe Leu Ser lie Ala Gly Phe Ala Pro Asp Glu Glu Thr Lys Lys 
370 375 380 



Ala Phe Thr Arg Leu Gly Gly Asp Lys Gin Glu Phe Ala Ala Lys Val 
385 390 395 400 
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Thr Arg Arg Lys Phe Asn lie Ala Asp Ala Leu Leu Tyr Ser Ser Asn 
405 410 415 



Asn Ala-P-ro-.Trp- Ser Asp Val Pro Phe Glu Phe Leu lie Glu Asn Val 
420 425 430 



Pro His Leu Thr Pro Arg Tyr Tyr Ser lie Ser Ser Ser Ser Leu Ser 
435 440 445 



Glu Lys Gin Leu He Asn Val Thr Ala Val Val Glu Ala Glu Glu Glu 
450 455 460 



Ala Asp' Gly' Arg Pro Val Thr Gly Val Val Thr Asn Leu Leu Lys Asn 
465 470 475 480 



Val Glu He Val Gin Asn Lys Thr Gly Glu Lys Pro Leu Val His Tyr 
485 490 495 



Asp Leu Ser Gly Pro Arg Gly Lys Phe Asn Lys Phe Lys Leu Pro Val 
500 505 510 



His Val Arg Arg Ser Asn Phe Lys Leu Pro Lys Asn Ser Thr Thr Pro 
515 520 525 



Val He Leu He Gly Pro Gly Thr . Gly Val Ala Pro Leu Arg Gly Phe 
530 535 540 



Val Arg Glu Arg Val Gin Gin Val Lys Asn Gly Val Asn Val Gly Lys 
545 550 555 560 



Thr Leu Leu Phe Tyr Gly Cys Arg Asn Ser Asn Glu Asp Phe Leu Tyr 
565 570 575 



Lys Gin Glu Trp Ala Glu Tyr Ala Ser Val Leu Gly Glu Asn Phe Glu 
580 585 590 



Met Phe Asn Ala Phe Ser Arg Gin Asp Pro Ser Lys Lys Val Tyr Val 
595 600 605 



Gin Asp Lys He Leu Glu Asn Ser Gin Leu Val His Glu Leu Leu Thr 
610 615 620 
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Glu Gly Ala lie lie Tyr Val Cys Gly Asp Ala Ser Arg Met Ala Arg 
625 630 635 640 



Asp Val Gin Thr Thr lie Ser Lys lie Val Ala Lys Ser Arg Glu lie 
; > ' 64 5 650 655 



Ser Glu Asp Lys Ala Ala Glu Leu Val Lys Ser Trp Lys Val Gin Asn 
660 665 670 



Arg Tyr Gin Glu Asp Val Trp 
675 



<210> ,.l:lfe^ ; 
<211> -W<£>'^- 
<212> PRT 

<213> CAN D I DAT RO P I C AL I S 
<400> 118 

Met Ala Leu Asp Lys Leu Asp Leu Tyr Val lie lie Thr Leu Val Val 
15 10 15 



Ala Val Ala Ala Tyr Phe Ala Lys Asn Gin Phe Leu Asp Gin Pro Gin 
20 25 30 



Asp Thr Gly Phe Leu Asn Thr Asp Ser Gly Ser Asn Ser Arg Asp Val 
35 40 45 



Leu Ser Thr Leu Lys Lys Asn Asn Lys Asn Thr Leu Leu Leu Phe Gly 
50 55 60 



Ser Gin Thr Gly Thr Ala Glu Asp Tyr Ala Asn Lys Leu Ser Arg Glu 
65 70 75 80 



Leu His Ser Arg Phe Gly Leu Lys Thr Met Val Ala Asp Phe Ala Asp 
85 90 95 



Tyr Asp Trp Asp Asn Phe Gly Asp lie Thr Glu Asp lie Leu Val Phe 
100 105 110 



Phe He Val Ala Thr Tyr Gly Glu Gly Glu Pro Thr Asp Asn Ala Asp 
115 120 125 



Glu Phe His Thr Trp Leu Thr Glu Glu Ala Asp Thr Leu Ser Thr Leu 
130 135 140 



104 



• 



# 



Arg Tyr Thr Val Phe Gly Leu Gly Asn Ser Thr Tyr Glu Phe Phe Asn 
145 150 155 160 



Ala lie Gly Arg Lys Phe Asp Arg Leu Leu Ser Glu Lys Gly Gly Asp 
165 170 175 



Arg Phe Ala Glu Tyr Ala Glu Gly Asp Asp Gly Thr Gly Thr Leu Asp 
180 " 185 190 



Glu Asp Phe Met Ala Trp Lys Asp Asn Val Phe Asp Ala Leu Lys Asn 
195 200 205 



Asp Leu Asn Phe Glu Glu Lys Glu Leu Lys Tyr Glu Pro Asn Val Lys 
210 215 220 



if) Leu Thr Glu Arg Asp Asp Leu Ser Ala Ala Asp Ser Gin Val Ser Leu 

230 235 240 



Suf 225 



IT 3 

]tl Gly Glu Pro Asn Lys Lys Tyr lie Asn Ser Glu Gly lie Asp Leu Thr 
W 245 250 255 



N't Lys Gly Pro Phe Asp His Thr His Pro Tyr Leu Ala Arg lie Thr Glu 
rj 260 265 270 



III 



\*i Thr Arg Glu Leu Phe Ser Ser Lys Glu Arg His Cys lie His Val Glu 
!f 275 280 285 

3 -is 



Phe Asp lie Ser Glu Ser Asn Leu Lys Tyr Thr Thr Gly Asp His Leu 
290 295 300 



Ala lie Trp Pro Ser Asn Ser Asp Glu Asn lie Lys Gin Phe Ala Lys 
305 310 315 320 



Cys Phe Gly Leu Glu Asp Lys Leu Asp Thr Val lie Glu Leu Lys Ala 
325 330 335 



Leu Asp Ser Thr Tyr Thr lie Pro Phe Pro Thr Pro lie Thr Tyr Gly 
340 345 350 



Ala Val He Arg His His Leu Glu He Ser Gly Pro Val Ser Arg Gin 
355 360 365 
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t 



# 



Phe Phe Leu Ser lie Ala Gly Phe Ala Pro Asp Glu Glu Thr Lys Lys 
370 375 380 



Thr Phe Thr Arg Leu Gly Gly Asp Lys Gin Glu Phe Ala Thr Lys Val 
385 390 395 400 



Thr Arg Arg Lys Phe Asn lie Ala Asp Ala Leu Leu Tyr Ser Ser Asn 
405 410 415 



Asn Thr Pro Trp Ser Asp Val Pro Phe Glu Phe Leu lie Glu Asn lie 
420 425 430 



Gin His Leu- 'Thr Pro Arg Tyr Tyr Ser lie Ser Ser Ser Ser Leu Ser 
435 440 445 



ijjj Glu Lys Gin Leu He Asn Val Thr Ala Val Val Glu Ala Glu Glu Glu 
J) 450 455 460 

W 

ft? 

Ala Asp Gly Arg Pro Val Thr Gly Val Val Thr Asn Leu Leu Lys Asn 
■if 465 470 475 480 

y 

is He Glu He Ala Gin Asn Lys Thr Gly Glu Lys Pro Leu Val His Tyr 
N« 485 490 495 



HI Asp Leu Ser Gly Pro Arg Gly Lys Phe Asn Lys Phe Lys Leu Pro Val 
!*i 500 505 510 



His Val Arg Arg Ser Asn Phe Lys Leu Pro Lys Asn Ser Thr Thr Pro 
515 520 525 



Val He Leu He Gly Pro Gly Thr Gly Val Ala Pro Leu Arg Gly Phe 
530 535 540 



Val Arg Glu Arg Val Gin Gin Val Lys Asn Gly Val Asn Val Gly Lys 
545 550 555 560 



Thr Leu Leu Phe Tyr Gly Cys Arg Asn Ser Asn Glu Asp Phe Leu Tyr 
565 570 575 



Lys Gin Glu Trp Ala Glu Tyr Ala Ser Val Leu Gly Glu Asn Phe Glu 
580 585 590 
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Met Phe Asn Ala Phe Ser Arg Gin Asp Pro Ser Lys Lys Val Tyr Val 
595 600 605 



Gin Asp Lys lie Leu Glu Asn Ser Gin Leu Val His Glu Leu Leu Thr 
610 • 615 620 



Glu Gly Ala lie lie Tyr Val Cys Gly Asp Ala Ser Arg Met Ala Arg 
625 630 635 640 



Asp Val Gin Thr Thr He Ser Lys He Val Ala Lys Ser Arg Glu He 
645 650 655 



Ser Glu Asp Lys. Ala Ala Glu Leu Val Lys Ser Trp Lys Val Gin Asn 
■ '■■660 665 670 



Arg Tyr Gin Glu Asp Val Trp 
675 
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